EAST Search History 



Ref 
# 


Hits 


Search Query 


DBS 


Default 
Operator 


Plurals 


Time Stamp 


LI 


306 


spondin 


US-PGPUB; 
USPAT; 
EPO; JPO; 
DERWENT 


ADJ 


ON 


2006/06/14 10:57 


L2 


249793 


antibody or antibodies or 
immunoglobulin or 
immunoglobulins 


US-PGPUB; 
USPAT; 
EPO; JPO; 
DERWENT 


ADJ 


ON 


2006/06/14 10:57 


L3 


37 


LI same L2 


US-PGPUB; 
USPAT; 
EPO; JPO; 
DERWENT 


ADJ 


ON 


2006/06/14 10:58 


L4 


149 


mindin 


US-PGPUB; 
USPAT; 
EPO; JPO; 
DERWENT 


ADJ 


ON 


2006/06/14 10:57 


L5 


1 


L4 same L2 


US-PGPUB; 
USPAT; 
EPO; JPO; 
DERWENT 


ADJ 


ON 


2006/06/14 10:58 


L6 


249793 


antibody or antibodies or 
immunoglobulin or 
immunoglobulins 


US-PGPUB; 
USPAT; 
EPO; JPO; 
DERWENT 


ADJ 


ON 


2006/06/14 10:57 


L7 


1633 


RGl or(RG-l) or (rg adj'T) 


US-PGPUB; 
USPAT; 
EPO; JPO; 
DERWENT 


ADJ 


ON 


2006/06/14 10:57 


L8 


28 


L7 SAME L6 


US-PGPUB; 
USPAT; 
EPO; JPO; 
DERWENT 


ADJ 


ON 


2006/06/14 10:57 



6/14/06 10:59:36 AM 
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StORE Search Results Details for Application 10616279 and Search Result us-10-616-2... Page 1 of 21 



I SCORE Search Results Details for Application 
I 10616279 and Search Result us-10-616-279- 
I 2_copy_188_210.rag. 

Score Home Retrieve Application SCORE System SCORE Comments / 

Page List Overview FAQ Suggestions 

This page gives you Search Results detail for the Application 10616279 and Search Result us-10- 

616-279-2_copy_188_210.rag. 

start 

Go Back to previous page 

GenCore version 5.1.8 
Copyright (c) 1993 - 2006 Biocceleration Ltd. 



CM protein - protein search, using sw model 
Run on: 



Title: 

Perfect score: 
Sequence : 



May 25, 2006, 11:55:15 ; Search time 18.8418 Seconds 

(without alignments) 
558.119 Million cell updates/sec 

US-10-616-279-2_COPY_188_210 
121 

1 DAGTDSGFTFSSPNFATIPQDTV 23 



Scoring table: BLOSUM62 

Gapop 10.0 , Gapext 0.5 



Searched : 



2589679 seqs, 457216429 residues 



Total number of hits satisfying chosen parameters: 



2589679 



Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post-processing: Minimum Match 0% 

Maximum Match 100% 
Listing first 45 summaries 



Database : A_Geneseq_8 : * 

1 : geneseqpl980s : * 

2: geneseqpl990s : * 

3 : geneseqp2000s : * 

4: geneseqp2001s : * 

5: geneseqp2002s : * 

6: geneseqp2003as : * 

7: geneseqp2 OOSbs : * 

8 : genes eqp2 004s : * 

9: geneseqp2005s : * 

10 : geneseqp2006s : * 



Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 



SUMMARIES 
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% 

Result Query 



Mr* 


Score 


Match 


Length DB 




Description 


1 
X 


191 

X 4. X 


100. 


0 


23 


9 


/\U VV / D 7 «J 1 


Adw76954 


Human RGl 


O 


191 

X «. X 


100. 


0 


249 


3 




Aab34753 


Human sec 




121 


100. 


0 


298 


8 




Adt50840 


Cancer re 


4 
•J 


121 


100. 


0 


299 


3 


AAY7 '^4^0 


Aay73490 


Human sec 


>> 


191 

X ^ X 


100. 


0 


330 


4 


jrLr\JLj J. 4L, -J yJ *i 


Aael2304 


Human NPG 


c. 
o 


191 

X X 


100. 


0 


330 


9 




Adw76932 


Rat RGl p 


-7 

1 


191 

X ^ X 


100. 


0 


331 


2 


a aw9 '^(\(\'^ 

rvWI ^ O D O O 


Aaw23663 


Human neu 


Q 


1 9 1 

X ^ X 


100. 


0 


331 


2 


rVlW 1 \J sj <J ^ 


Aaw70589 


Adhesion- 


Q 


191 

X ^ X 


100. 


0 


331 


2 


jvvn o o o ^ o 


Aaw83328 


Human min 


1 n 


191 
X^ X 


100. 


0 


331 


2 


7V7V vd 17 91 


Aay41721 


Human PRO 


1 1 

X X 


191 
X^ X 


100. 


0 


331 


2 




Aaw92460 


Human NAF 


X ^ 


191 
X ^ X 


100. 


0 


331 


3 


aa"R774 ^ 


Aab33465 


Human PRO 


X o 


191 

X ^ X 


100. 


0 


331 


3 


7\n Y7 Q R61 


Aay79561 


Cancer sp 


X 4 


191 

X^ X 


100. 


0 


331 


3 


2\a"R4 4 9 7 7 


Aab44277 


Human PRO 


X 3 


191 

X ^ X 


100. 


0 


331 


3 


TVTVVQ 74 Q 
rv^x 273 O T Z? 


Aay95349 


Human PRO 


X o 


191 

X ^ X 


100. 


0 


331 


4 


aaMQ 7 9 ^^^^ 


Aam93266 


Human pol 


1 7 

X / 


191 

X ^ X 


100. 


0 


331 


4 


aaMQ 7 7 9 4 


Aam93324 


Human pol 


1 p 
X o 


191 

X ^ X 


100. 


0 


331 


4 


IiZXM7 ft ft 7 9 


Aam38872 


Human pol 


X 7 


191 

X^. X 


100. 


0 


331 


4 


aaRft 9 4 7 9 


Aab82472 


Human ext 




191 
X^ X 


100.0 


331 


5 


/i£>v7 O X 0 V O 


Abg61806 


Prostate 


^ X 


191 

X^ X 


100. 


0 


331 


5 


2i21TT7 Q Q 4 4 


Aau79944 


Human Spo 




191 

X ^ X 


100. 


0 


331 


5 


2iRR7 7 7 Q 7 


Abb77393 


Human spo 




19 1 
X ^ X 


100. 


0 


331 


5 




Aae20463 


Human turn 




19 1 


100. 


0 


331 


6 


atari 9 9 o o 


Abo25223 


Novel hum 




191 


100. 


0 


331 


6 


aiiTT7 9 9 9 Q 


Abu72229 


Novel hum 


9 fi 


19 1 
X <^ X 


100. 


0 


331 


6 


TXDTTft 4 on Q 


Abu84909 


Human sec 


97 


19 1 
X ^ X 


100. 


0 


331 


6 


aRTTf^i 1 n7 

rvDU DX X U / 


Abu61107 


Human PRO 


9 ft 


191 

X ^ X 


100. 


0 


331 


6 


7\OTTQ n 7 7 


Abu80376 


Human sec 


9 Q 


19 1 
X^ X 


100. 


0 


331 


6 


aRf27 ^ Q 4 Q 
AOV7 / O 3 *4 J7 


Abg75949 


Human ant 




191 

X ^ X 


100. 


0 


331 


6 


nna9477 R 


Ada24775 


Novel hum 


O X 


191 

X ^ X 


100. 


0 


331 


6 


aRDl Q (^7 ft 


7UD019678 


Novel hum 


9 


191 
X^ X 


100. 


0 


331 


6 


anal 9 4 7 ^^ 


Adal2436 


Human sec 




191 

X^ X 


100. 


0 


331 


6 


anni Q ^ 

/tJjWX 27 0 07 


Abol9569 


Novel hum 




191 


100. 


0 


331 


7 


anR7 77 49 


Adb73742 


Human PRO 




191 

X^ X 


100. 


0 


331 


7 


anR7 fi4 Sft 


Adb76458 


Human PRO 




191 

X ^ X 


100. 


0 


331 


7 


anR7 


Adb75561 


Prostate 


77 


191 
X^ X 


100. 


0 


331 


7 


anp 4 7 ft ft 4 


Adc43884 


Human sec 




19 1 
X^ X 


100. 


0 


331 


7 


AUu D X 0 ^ ^ 


Adc61644 


Human sec 


39 


121 


100. 


0 


331 


7 


ADC63608 


Adc63608 


Human sec 


40 


121 


100. 


0 


331 


7 


ADC66708 


Adc66708 


Human sec 


41 


121 


100. 


0 


331 


7 


ADC68832 


Adc68832 


Human sec 


42 


121 


100. 


0 


331 


7 


ADC62892 


Adc62892 


Human sec 


43 


121 


100. 


0 


331 


7 


ADC67957 


Adc67957 


Human sec 


44 


121 


100. 


0 


331 


7 


7^3041277 


Adc41277 


Human sec 


45 


121 


100, 


0 


331 


7 


ADC67332 


Adc67332 


Human sec 



ALIGNMENTS 



RESULT 1 
ADW76954 

ID ADW76954 standard; peptide; 23 AA. 

XX 

AC ADW7 6954; 
XX 

DT 07-APR-2005 (first entry) 
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SCORE Search Results Details for Application 
10616279 and Search Result us-10-616-279- 
2_copy_188_210,rai- 



Score Home Retrieve Application SCORE System SCORE Comments / 

Page List Overview FAQ Suaoestions 

This page gives you Search Results detail for the Application 10616279 and Search Result us-10- 

616-279-2_copy_188_210.rai. 

start 

Go Back to previous page 

GenCore version 5.1.8 
Copyright (c) 1993 - 2006 Biocceleration Ltd. 

CM protein - protein search, using sw model 

Run on: May 25, 2006, 12:07:05 / Search time 4.80791 Seconds 

(without alignments) 
418.728 Million cell updates/sec 

Title : US-10-616-279-2_COPY_188_210 
Perfect score: 121 

Sequence: 1 DAGTDSGFTFSSPNFATIPQDTV 23 

Scoring table: BLOSUM62 

Gapop 10.0 , Gapext 0.5 

Searched: 650591 seqs, 87530628 residues 

Total number of hits satisfying chosen parameters: 650591 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post-processing: Minimum Match 0% 

Maximum Match 100% 
Listing first 45 summaries 

Database : Issued Patents AA:* 



/EMC_Celerra_SIDS3/ptodata/2/iaa/5_COMB.pep:* 

/EMC_Celerra_SIDS3/ptodata/2/iaa/6_COMB.pep:* 

/EMC_Celerra_SIDS3/ptodata/2/iaa/7_COMB.pep:* 

/EMC_Celerra_SIDS3/ptodata/2/iaa/H_COMB.pep:* 

/EMC_Celerra_SIDS3/ptodata/2/iaa/PCTUS_C0MB.pep:* 

/EMC_Celerra_SIDS3/ptodata/2/iaa/RE_COMB.pep: * 

/EMC_Celerra_SIDS3/ptodata/2/iaa/backfilesl.pep: * 



Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 

SUMMARIES 

% 

Result Query 

No. Score Match Length DB ID Description 
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1 


121 


100. 


0 


299 


2 


US-09-311-021-202 


Sequence 


202, App 


2 


121 


100. 


0 


330 


2 


US-09-371-696-2 


Sequence 


2, Appli 


3 


121 


100. 


0 


330 


2 


US-09-732-357B-13 


Sequence 


13, Appl 


4 


121 


100. 


0 


331 


1 


US-08-799-173A-2 


Sequence 


2, Appli 


5 


121 


100. 


0 


331 


2 


US-09-732-357B-2 


Sequence 


2, Appli 


6 


121 


100. 


0 


331 


2 


US-09-170-042A-2 


Sequence 


2, Appli 


7 


121 


100. 


0 


331 


2 


US-09-949-002-397 


Sequence 


3 97, App 


8 


121 


100, 


0 


331 


2 


US-09-999-833A-236 


Sequence 


236, App 


9 


121 


100. 


0 


331 


2 


US-09-807-200-2 


Sequence 


2, Appli 


10 


121 


100. 


0 


331 


2 


US-10-020-445A-236 


Sequence 


236, App 


11 


121 


100. 


0 


331 


2 


US-09-978-189-236 


Sequence 


236, App 


12 


121 


100. 


0 


331 


2 


US-10-017-085A-236 


Sequence 


236, App 


13 


121 


100. 


0 


331 


3 


US-10-145-129A-236 


Sequence 


236, App 


14 


121 


100. 


0 


331 


3 


US-10-013-929A-236 


Sequence 


236, App 


15 


121 


100. 


0 


331 


3 


US-10-013-917A-236 


Sequence 


236, App 


16 


121 


100. 


0 


422 


2 


US-09-949-002-504 


Sequence 


504, App 


17 


116 


95. 


9 


23 


2 


US-09-732-357B-11 


Sequence 


11, Appl 


18 


86 


71. 


1 


568 


1 


US-07-862-021B-14 


Sequence 


14, Appl 


19 


86 


71. 


1 


568 


5 


PCT-US93-03164-14 


Sequence 


14, Appl 


20 


82 


67. 


8 


392 


1 


US-08-799-173A-7 


Sequence 


7, Appli 


21 


82 


67. 


8 


392 


2 


US-09-170-042A-7 


Sequence 


7, Appli 


22 


82 


67. 


8 


787 


2 


US-09-825-294-207 


Sequence 


207, App 


23 


82 


67. 


8 


787 


2 


US-09-970-966-207 


Sequence 


207, App 


24 


82 


67. 


8 


807 


1 


US-07-862-021B-10 


Sequence 


10, Appl 


25 


82 


67. 


8 


807 


1 


US-08-313-288B-10 


Sequence 


10, Appl 


26 


82 


67. 


8 


807 


2 


US-09-132-769-1 


Sequence 


1, Appli 


27 


82 


67. 


8 


807 


2 


US-09-132-769-3 


Sequence 


3, Appli 


28 


82 


67. 


8 


807 


2 


US-09-132-769-5 


Sequence 


5, Appli 


29 


82 


67. 


8 


807 


2 


US-09-640-173-186 


Sequence 


186, App 


30 


82 


67. 


8 


807 


2 


US-09-713-550-186 


Sequence 


186, App 


31 


82 


67. 


8 


807 


2 


US-09-825-294-186 


Sequence 


186, App 


32 


82 


67. 


8 


807 


2 


US-09-970-966-186 


Sequence 


18 6, App 


33 


82 


67. 


8 


807 


5 


PCT-US93-03164-10 


Sequence 


10, Appl 


34 


81 


66. 


9 


802 


1 


US-07-862-021B-12 


Sequence 


12, Appl 


35 


81 


66. 


9 


802 


1 


US-08-313-288B-12 


Sequence 


12, Appl 


36 


81 


66. 


9 


802 


5 


PCT-US93-03164-12 


Sequence 


12, Appl 


37 


61 


50. 


4 


23 


2 


US-09-132-769-19 


Sequence 


19, Appl 


38 


55 


45. 


5 


677 


2 


US-09-270-767-58094 


Sequence 


58094, A 


39 


55 


45. 


5 


847 


2 


US-09-270-767-42783 


Sequence 


42783, A 


40 


54 


44. 


6 


819 


2 


US-09-270-767-42963 


Sequence 


42963, A 


41 


48.5 


40. 


1 


838 


3 


US-10-420-191-2 


Sequence 


2, Appli 


42 


47 


38. 


8 


424 


2 


US-09-328-352-4377 


Sequence 


4377, Ap 


43 


46 


38. 


0 


863 


2 


US-09-619-353-14 


Sequence 


14, Appl 


44 


46 


38. 


0 


1198 


2 


US-09-199-637A-405 


Sequence 


4 05, App 


45 


45.5 


37. 


6 


489 


2 


US-09-771-161A-176 


Sequence 


176, App 



ALIGNMENTS 



RESULT 1 

US-09-311-021-202 

; Sequence 202, Application US/09311021 

/ Patent No. 6706869 

; GENERAL INFORMATION: 

; APPLICANT: Wong, Gordon G. 

; APPLICANT: Clark, Hilary 

; APPLIC/^NT: Fechtel, Kim 

; APPLICANT: Agostino, Michael J. 

; APPLICANT: Genetics Institute, Inc. 
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SCORE Search Results Details for Application 
10616279 and Search Result us-10-616-279- 
I 2_copy_188_210.rapbm. 

Score Home Retrieve Application SCORE System SCORE Comments / 

Page List Overview FAQ Suggestions 

This page gives you Search Results detail for the Application 10616279 and Search Result us-10-6: 

279-2_copy_188_210.rapbm. 

start 

Go Back to previous p 

GenCore version 5.1.8 
Copyright (c) 1993 - 2006 Biocceleration Ltd. 



DM protein - protein search, using sw model 
Run on: 



Title: 

Perfect score: 
Sequence : 



May 25, 2006, 12:23:39 / Search time 16.048 Seconds 

(without alignments) 
663.879 Million cell updates/sec 

US-10-616-279-2_COPY_18 8_210 
121 

1 DAGTDSGFTFSSPNFATIPQDTV 23 



Scoring table: BLOSUM62 

Gapop 10.0 , Gapext 0.5 

Searched: 2097797 seqs, 463214858 residues 

Total number of hits satisfying chosen parameters: 



2097797 



Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 



Post-processing: Minimum Match 0% 

Maximum Match 100% 
Listing first 45 summaries 



Database 



Published_Applications_AA_Main : * 

1 : /EMC_Celerra_SIDS3/ptodata/2/pubpaa/US07_PUBCOMB.pep:* 

2 : /EMC_Celerra_SIDS3/ptodata/2/pubpaa/US08_PUBCOMB.pep: * 

3 : /EMC_Celerra_SIDS3/ptodata/2/pubpaa/US09_PUBCOMB.pep: * 

4 : /EMC_Celerra_SIDS3/ptodata/2/pubpaa/US10A_PUBCOMB.pep:* 

5 : /EMC_Celerra_SIDS3/ptodata/2/pubpaa/US10B_PUBCOMB . pep : * 

6 : /EMC_Celerra_SIDS3/ptodata/2/pubpaa/USll_PUBC0MB . pep : * 



Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 



SUMMARIES 



Result 
No. 



Score 



% 

Query 

Match Length DB 



ID 



Description 
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ALIGNMENTS 



RESULT 1 
US-09-903-383-2 

; Sequence 2, Application US/09903383 

; Patent No. US20020137135A1 

; GENERAL INFORMATION: 

; APPLICANT: Sytkowski, Arthur J. 

; APPLICANT: Yang, Meiheng 

; TITLE OF INVENTION: NOVEL NPG-1 GENE THAT IS DIFFERENTIALLY EXPRESSED IN PROSTATE 

; TITLE OF INVENTION: TUMORS 

; FILE REFERENCE: 01948/053002 

; CURRENT APPLICATION NUMBER: US/09/903,383 
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This page gives you Search Results detail for the Application 10616279 and Search Result us-10- 

616-279-2_copy_188_210.rapbn. 

start 

Go Back to previous paq 

GenCore version 5.1.8 
Copyright (c) 1993 - 2006 Biocceleration Ltd. 



CM protein - protein search, using sw model 
Run on: 



May 25, 2006, 12:23:59 ; Search time 1.03955 Seconds 

(without alignments) 
246.414 Million cell updates/sec 



Title: US-10-616-279-2_COPY_188_210 
Perfect score: 121 

Sequence: 1 DAGTDSGFTFSSPNFATIPQDTV 23 

Scoring table: BLOSUM62 

Gapop 10.0 , Gapext 0.5 

Searched: 56051 seqs, 11137335 residues 

Total number of hits satisfying chosen parameters: 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 



56051 



Post-processing : 



Database 



Minimiam Match 0% 
Maximum Match 100% 
Listing first 45 summaries 

Published_Applications_AA_New: * 

1 : /EMC_Celerra_SIDS3/ptodata/2/pubpa 

2 : /EMC_Celerra_SIDS3/ptodata/2/pubpa 

3 : /EMC_Celerra_SIDS3/ptodata/2/pubpa 

4 : /EMC_Celerra_SIDS3/ptodata/2/pubpa 

5 : /EMC_Celerra_SIDS3/ptodata/2/pubpa 

6 : /EMC_Celerra_SIDS3/ptodata/2/pubpa 

7 : /EMC_Celerra__SIDS3/ptodata/2/pubpa 

8 : /EMC_Celerra_SIDS3/ptodata/2/pubpa 



a /US 0 9_NEW_PUB . pep : * 
a/US 0 6_NEW_PUB . pep : * 
a/US07_NEW_PUB . pep : * 
a/US08_NEW_PUB . pep : * 
a / PC T_NEW_PUB . pep : * 
a/US 10_NEW_PUB . pep : * 
a/USll_NEW_PUB . pep : * 
a /US 60_NEW_PUB . pep : * 



Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 



SUMMARIES 



Result 



% 

Query 
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ALIGNMENTS 



RESULT 1 

US-10-953-349-18735 

; Sequence 18735, Application US/10953349 
; Publication No. US20060107345A1 
; GENERAL INFORMATION: 

; APPLICANT: ALEXANDROV, Nickolai et al. 

; TITLE OF INVENTION: SEQUENCE-DETERMINED DNA FRAGMENTS AND CORRESPONDING POLYPEPTIDE 
; TITLE OF INVENTION: ENCONDED THERBY 
; FILE REFERENCE: 2750-1579PUS2 
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This page gives you Search Results detail for the Application 10616279 and Search Result us-10-6: 
start 



A;Cross-references: UNIPROT:053444; UNIPARC:UPI00000D5EAA; GB:AL021897; GB:AL123456; 
AB0221 probable sugar-binding periplasmic protein YP01813 [imported] - Yersinia pestis (strain C( 
N.; Holroyd, S.; Jagels, K.; Leather, S.; Karlyshev, A.V.; Moule, S.; Oyston, P.C.F.; Quail, M.; Ruth 
PID:gl5979836; GSPDB:GN00175 C;Genetics: A;Gene: YP01813 Query Match 38.0%; Score 46; [ 
T10666 R;Bevan, M,; Lennard, N.; Quail, M.; Harris, B.; Rajandream, M.A.; Barrell, B.G.; Bancroft, 
A;Introns: 47/3; 87/1; 123/3; 203/3; 230/2; 255/3; 284/3; 305/1; 335/3; 347/3; 370/3; 393/3; 
thaliana C;Species: Arabidopsis thaliana (mouse-ear cress) C;Date: 23-Apr-1999 #sequence_revis 
source: cultivar Columbia; BAC clone F8D20 C;Genetics: A;Map position: 4 A;Introns: 13/3; 58/2; 
cytochrome c2, iso-2 - Rhodospirillum molischianum C;Species: Rhodospirillum molischianum C;Dc 
protein A;Residues: 1-97 A;Cross-references: UNIPROT:P00088; UNIPARC:UPI0000128854 C;Sup( 
Conservative 1; Mismatches 3; Indels 0; Gaps 0; Qy 2 AGTDSGFTFSSPN 14 ||| ||| || |: Db 35 AGT 
ferredoxin from the nonheterocystous, nitrogen-fixing cyanobacterium Plectonema boryanum PCC 
8; Conservative 1; Mismatches 1; Indels 0; Gaps 0; Qy 5 DSGFTFSSPN 14 |||| |1:|| Db 88 DSGFKF 

GenCore version 5.1.8 
Copyright (c) 1993 - 2006 Biocceleration Ltd. 



OM protein - protein search, using sw model 
Run on: 



Title: 

Perfect score: 
Sequence: 



May 25, 2006, 12:00:39 ; Search time 3.11864 Seconds 

(without alignments) 

709.599 Million cell updates/sec 

US-10-616-279-2_COPY_188_210 
121 

1 DAGTDSGFTFSSPNFATIPQDTV 23 



Scoring table: BL0SUM62 

Gapop 10.0 , Gapext 0.5 

Searched: 283416 seqs, 96216763 residues 

Total number of hits satisfying chosen parameters: 

Minimum DB seq length: 0- 
Maximum DB seq length: 2000000000 

Post-processing: Minimum Match 0% 

Maximum Match 100% 
Listing first 45 summaries 



Database 



PIR_80:* 
pirl : * 
pir2 : * 
pir3:* 
pir4 : * 



283416 



Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
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and is derived by analysis of the total score distribution. 

SUMMARIES 

% 



Result 
No , 


Score 


Query 
Match 


Length DB 


ID 


uescripuion 


1 


8 6 


71.1 


803 


2 


A4 / / 2 3 


F— spondin precurso 


2 


0 2 


b / . o 


807 


2 
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F^spondin rat 


3 


o7 


DO . H 
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2 
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50 


41.3 


678 
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c 

D 
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2 
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proDaD±e yj.ycosyia 


6 


50 


41.3 
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1 




• / 


118 
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ft 
0 


4 7 
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hypothetical prote 


9 


47 
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2 
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hypothetical prote 
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/I C 


O O /I 
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1 1 
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2 


T\ TTO C T A 

AH2olO 


hypothetical prote 


33 
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2 


AG2187 
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44 


43 
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2 
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probable transform 
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2 
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NADH oxidase [impo 



ALIGNMENTS 



RESULT 1 
A47723 

F-spondin precursor - African clawed frog 

C; Species: Xenopus laevis (African clawed frog) 
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SCORE Search Results Details for Application 
10616279 and Search Result us-10-616-279- 
2_copy_188_210,rup, 



Score Home Retrieve Application SCORE System SCORE Comments / 

Page List Overview FAQ Suaoestions 

This page gives you Search Results detail for the Application 10616279 and Search Result us-10- 

616-279-2_copy_188_210.rup. 

start 

Go Back to previous page 

GenCore version 5.1.8 
Copyright (c) 1993 - 2006 Biocceleration Ltd. 

CM protein - protein search, using sw model 

Run on: May 25, 2006, 11:55:28 ; Search time 24.9492 Seconds 

(without alignments) 
852.749 Million cell updates/sec 

Title : US-10-616-279-2_COPY_188_210 
Perfect score: 121 

Sequence: 1 DAGTDSGFTFSSPNFATIPQDTV 23 

Scoring table: BLOSUM62 

Gapop 10.0 , Gapext 0.5 

Searched: 2849598 seqs, 925015592 residues 

Total number of hits satisfying chosen parameters: 2849598 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post-processing: Minimum Match 0% 

Maximum Match 100% 
Listing first 45 summaries 

Database : UniProt_7 . 2 : * 

1: uniprot_sprot : * 
2: uniprot_trembl : * 

Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 

SUMMARIES 

% 

Result Query 

No. Score Match Length DB ID Description 



1 121 100.0 

2 121 100.0 

3 121 100.0 

4 121 100.0 



216 2 Q9H7I1_HUMAN 

289 2 Q6KAS6_M0USE 

330 1 SP0N2_M0USE 

330 1 SP0N2 RAT 



Q9h7il homo sapien 
Q6kas6 mus musculu 
Q8bms2 mus musculu 
Q9wv75 rattus norv 
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ALIGNMENTS 



RESULT 1 
Q9H7I1_HUMAN 

ID Q9H7I1_HUM7^ PRELIMINARY; PRT; 216 AA. 

AC Q9H7I1/ 

DT Ol-MAR-2001; integrated into UniProtKB/TrEMBL . 

DT Ol-MAR-2001; sequence version 1. 

DT 07-FEB-2006, entry version 13. 

DE FLJ00108 protein (Fragment). 

GN Name=FLJ00108; 

OS Homo sapiens (Human) . 

OC Eukaryota; Metazoa; Chordata; Craniata; Vertebrata; Euteleostomi; 

OC Mammalia; Eutheria; Euarchontoglires; Primates; Catarrhini; Hominidae; 

OC Homo . 

OX NCBI_TaxID=9606; 

RN [1] 
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SCORE Search Results Details for Application 
10616279 and Search Result us-10-616-279- 
2_copy_263_274,rag- 



Score Home Retrieve Application SCORE System SCORE Comments / 

Page List Overview FAQ Suoaestions 

This page gives you Search Results detail for the Application 10616279 and Search Result us-10- 

616-279-2_copy_263_274.rag. 

start 

Go Back to previous paoe 

GenCore version 5.1.8 
Copyright (c) 1993 - 2006 Biocceleration Ltd. 

CM protein - protein search, using sw model 

Run on: May 25, 2006, 12:28:19 ; Search time 96.2609 Seconds 

(without alignments) 
56.997 Million cell updates/sec 

US-10-616-279-2_COPy_263_274 

58 

1 NEIVDSASVPET 12 



Title: 

Perfect score: 
Sequence : 



Scoring table: BLQSUM62 

Gapop 10.0 , Gapext 0.5 



Searched: 



2589679 seqs, 457216429 residues 



Total number of hits satisfying chosen parameters: 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post-processing: Minimum Match 0% 

Maximum Match 100% 

Listing first 1000 summaries 



2589679 



Database 



A_Geneseq_8 : 



1 
2 
3 
4 
5 
6 
7 
8 
9 

10 



geneseqpl980s 
geneseqpl990s 
geneseqp2000s 
geneseqp2001s 
geneseqp2002s 
geneseqp2003a 
geneseqp2003b 
geneseqp2004s 
geneseqp2005s 
geneseqp2006 



: * 

s:* 
s:* 



s:' 



Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 



SUMMARIES 
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SCORE Search Results Details for Application 
10616279 and Search Result us-10-616-279- 

2_copy_263_274,rai- 



Score Home Page Retrieve Application List SCORE System Overview SCORE FAQ Comments / Sugg 

This page gives you Search Results detail for tlie Application 10616279 and Search Result us-10-6: 
2_copy_263_274.rai. 

start 



Go Bacic to prev 



GenCore version 5.1.8 
Copyright (c) 1993 - 2006 Biocceleration Ltd. 



CM protein - protein search, using sw model 



Run on: 



Title: 

Perfect score: 
Sequence: 



May 25, 2006, 12:44:44 ; Search time 24.7826 Seconds 

(without alignments) 
42.383 Million cell updates/sec 

US-10-616-27 9-2_COPY_263_27 4 
58 

1 NEIVDSASVPET 12 



Scoring table: BLOSUM62 

Gapop 10,0 , Gapext 0.5 



Searched: 



650591 seqs, 87530628 residues 



Total number of hits satisfying chosen parameters: 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post-processing: Minimum Match 0% 

Maximum Match 100% 

Listing first 1000 summaries 



650591 



Database : Issued_Patents_AA: * 

1 : /EMC_Celerra_SIDS3 

2 : /EMC_Celerra_SIDS3 

3 : /EMC_Celerra_SIDS3 

4 : /EMC_Celerra_SIDS3 

5 : /EMC_Celerra_SIDS3 

6 : /EMC_Celerra_SIDS3 

7: /EMC Celerra SIDS3 



/ptodata/2/iaa/5_COMB.pep: * 
/ptodata/2 /iaa/ 6_C0MB . pep : * 
/ptodata/2/iaa/7_COMB.pep:* 
/ptodata/2/iaa/H_C0MB . pep : * 
Vptodata/2/iaa/PCTUS__C0MB.pep: ^ 
i/ptodata/2/iaa/RE_C0MB.pep:* 
i/ptodata/2/iaa/backf ilesl .pep: ^ 



Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 



SUMMARIES 



% 

Result Query 

No . Score Match Length DB ID 



Description 
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SCORE Search Results Details for Application 
10616279 and Search Result us-10-616-279- 
I 2_copy_263_274.rapbn. 

Score Home Retrieve Application SCORE System SCORE Comments / 

Page List Overview FAO Suaoestions 

This page gives you Search Results detail for the Application 10616279 and Search Result us-10- 

616-279-2_copy_263_274.rapbn. 

start 

Go Back to previous pao 

GenCore version 5.1.8 
Copyright (c) 1993 - 2006 Biocceleration Ltd. 



CM protein - protein search, using sw model 

Run on: May 25, 2006, 13:06:00 ; Search time 5.21739 Seconds 

(without alignments) 
25.616 Million cell updates/sec 

Title: US-10-616-279-2_COPY_263_274 
Perfect score: 58 

Sequence: 1 NEIVDSASVPET 12 

Scoring table: BLOSUM62 

Gapop 10.0 , Gapext 0.5 

Searched: 56051 seqs, 11137335 residues 

Total number of hits satisfying chosen parameters: 56051 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post-processing: Minimum Match 0% 

Maximum Match 100% 

Listing first 1000 summaries 

Database : Published_Applications__AA_New: * 

1: /EMC_Celerra_SIDS3/ptodata/2/pubpaa/US09_NEW_PUB.pep:* 

2 : /EMC_Celerra_SIDS3/ptodata/2/pubpaa/US06__NEW_PUB.pep:* 

3: /EMC_Celerra_SIDS3/ptodata/2/pubpaa/US07__NEW_PUB.pep:* 

4 : /EMC_Celerra_SIDS3/ptodata/2/pubpaa/US08_NEW_PUB.pep:* 

5: /EMC_Celerra_SIDS3/ptodata/2/pubpaa/PCT_NEW_PUB.pep:* 

6: /EMC__Celerra_SIDS3/ptodata/2/pubpaa/US10_NEW_PUB.pep:* 

7 : /EMC_Celerra_SIDS3/ptodata/2/pubpaa/USll_NEW_PUB.pep:* 

8 : /EMC_Celerra_SIDS3/ptodata/2/pubpaa/US60_NEW_PUB.pep:* 

Pred, No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 

SUMMARIES 

% 

Result Query 
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2 
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b 
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Sequence 
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55. 


2 
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b 
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Sequence 
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1 1 
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55. 


2 
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0 


Uo 
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55. 


2 
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Sequence 
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Sequence 
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1 n 
XO- 
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y 03- 


0 /I Q 

3^ y- 
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31 
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6 
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4 
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b 
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xo- 
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53. 


4 
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b 
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4 
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b 
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"3 1 
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53. 


4 
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b 


TTC — 

Uo — 
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XU — 


Q C^ 9 — 
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xzoo 
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9n 


51. 


7 
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Z / UDO 
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7 


Q c; 


b 


T TC 

Uo — 
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9 4 0 
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1 Q 0 C Q 
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51. 


7 
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b 
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xu- 
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oo 


30 
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7 
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D 
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30 
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7 
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£0*7 
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Sequence 
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9n 
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7 


1 9^ 
X 0 o 


D 
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Uo 
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4Z DZ 
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OO 
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7 
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b 
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9n 
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7 
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b 
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xu 
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30 
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7 
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b 
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D 
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Uo 
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7 
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D 
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Uo 
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51. 


7 
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D 


T TC _ 

Uo 
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0 9 - 
r D 0 
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7 
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b 
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7 
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7 
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b 
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7 
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0 
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Uo 
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b 
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7 
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b 
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7 
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b 
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Sequence 
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Q9 
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7 


4 1 Q 
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0 
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UO 
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0 c; 9 - 
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DO U D 


Sequence 


6306, Ap 
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3U 
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7 


1 1 
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-7 


T TC — 
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11 — 
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19 1 — 
Xz X 


1^4 
XD4 - 


y b 


Sequence 


96, Appl 


•J *t 




51. 


7 


«i/ X ^ 


V 


uo 


X u 


QR9- 
7^0 


94 0- 

0 4 7 


fi9n^ 


Sequence 


6305, Ap 


55 


30 


51. 


7 


517 


6 


US- 


10- 


953- 


349- 


4573 


Sequence 


4573, Ap 


56 


30 


51. 


7 


540 


6 


US- 


10- 


953- 


349- 


6304 


Sequence 


6304, Ap 


57 


30 


51. 


7 


553 


6 


us- 


10- 


953- 


349- 


4572 


Sequence 


4572, Ap 


58 


29 


50. 


0 


64 


6 


us- 


10- 


953- 


349- 


9704 


Sequence 


9704, Ap 


59 


29 


50. 


0 


71 


6 


us- 


10- 


953- 


349- 


38080 


Sequence 


38080, A 
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SCORE Search Results Details for Application 
10616279 and Search Result us-10-616-279- 
I 2_copy_263_274,rapbm, 

Score Home Retrieve Application SCORE System SCORE Comments / 

Page List Overview FAQ Suooestlons 

Tliis page gives you Search Results detail for the Application 10616279 and Search Result us-10-6: 

279-2_copy_263_274.rapbm. 

start 

Go Back to previous o 

GenCore version 5.1.8 
Copyright (c) 1993 - 2006 Biocceleration Ltd. 



CM protein - protein search, using sw model 
Run on: 



Title: 

Perfect score: 
Sequence : 



May 25, 2006, 13:05:59 ; Search time 86.6087 Seconds 

(without alignments) 
64.180 Million cell updates/sec 

US-10-616-279-2_COPY_263_274 

58 

1 NEIVDSASVPET 12 



Scoring table: BLOSUM62 

Gapop 10.0 , Gapext 0.5 



Searched : 



2097797 seqs, 463214858 residues 



Total number of hits satisfying chosen parameters: 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post-processing: Minimum Match 0% 

Maximum Match 100% 

Listing first 1000 summaries 



Database : 



2097797 



Published_Applications_AA_Main : * 

1 : /EMC_Celerra_SIDS3/ptodata/2/pubpaa/US07_PUBCOMB.pep: * 

2 : /EMC_Celerra_SIDS3/ptodata/2/pubpaa/US08_PUBCOMB.pep:* 

3 : /EMC_Celerra_SIDS3/ptodata/2/pubpaa/US09_PUBCOMB.pep:* 

4 : /EMC_Celerra_SIDS3/ptodata/2/pubpaa/US10A_PUBCOMB.pep:* 

5 : /EMC_Celerra_SIDS3/ptodata/2/pubpaa/US10B_PUBCOMB . pep : * 

6: /EMC_Celerra_SIDS3/ptodata/2/pubpaa/USll_PUBC0MB.pep:* 

Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 



SUMMTU^IES 



Result 
No. 



Score 



% 

Query 

Match Length DB 



ID 



Description 
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start 

A;Cross-references: UNIPROT:083326; UNIPARC:UPI00001395DB; GB:AE001210; GB:AE000520; 
T14850 S-layer protein precursor - Bacillus stearothermophilus C;Species: Bacillus stearothermoph 
A;Status: preliminary; translated from GB/EMBL/DDBJ A;Molecule type: DNA A;Residues: 1-1099 / 
NPMVDSAATPNT 809 RESULT 8 AC1448 gpl9 (Bacteriophage A118) homolog Iin0122 [imported] - 
Durand, L.; Dussurget, O.; Entian, K.D.; Fsihi, H.; Garcia-Del Portillo, P.; Garrido, P.; Gautier, L.; ( 
P. A;Title: Comparative genomics of Listeria species. A;Reference number: AB1077; MUID:215372 
Matches 9; Conservative 2; Mismatches 1; Indels 3; Gaps 1; Qy 1 NEIVD— SASVPET 12 ||:|| |: || 
Kowalik, DJ,; Lagrou, M.; Garber, R.L.; Goltry, L.; Tolentino, E.; Westbrook-Wadman, S.; Yuan, Y. 
A83371 A;Status: preliminary A;Molecule type: DNA A;Residues: 1-194 A;Cross-references: UNIPF 
NEILQSAGVPK 41 RESULT 10 G89899 undecaprenyl pyrophosphatase synthetase [imported] - Stap 
N.; Sawano, T.; Inoue, R.; Kaito, C; Sekimizu, K.; Hirakawa, H.; Kuhara, S.; Goto, S.; Yabuzaki, . 
references: UNIPROT:P60477; UNIPARC:UPI00000CA967; GB:BA000018; PID:gl3701060; PIDN:E 
[imported] - Mycobacterium leprae C;Species: Mycobacterium leprae C;Date: 20-Apr-2001 #seque 
Moule, S.; Murphy, L.; Oliver, K.; Quail, M.A.; Rajandream, M.A.; Rutherford, K.M. Nature 409, lOi 
UNIPROT:Q9CD95; UNIPARC:UPI00000C6C46; GB:AL450380; NID:gl3092498; PIDN:CAC29626.1 
(strain PCC 7120) C;Species: Nostoc sp, PCC 7120 A;Note: Nostoc sp. strain PCC 7120 is a synony 
M.; Yasuda, M.; Tabata, S. DNA Res. 8, 205-213, 2001 A;Title: Complete Genomic Sequence of the 
C;Genetics: A;Gene: alll325 Query Match 62.1%; Score 36; DB 2; Length 372; Best Local Similari 
December 1996 A; Description: The sequence of C. elegans cosmid C32B5. A;Reference number: Z 
62.1%; Score 36; DB 2; Length 392; Best Local Similarity 60.0%; Pred. No. 44; Matches 6; Conse 
Warrener, P.; Hickey, MJ.; Brinkman, F.S.L.; Hufnagle, W.O.; Kowalik, DJ.; Lagrou, M.; Garber, F 
A82950; MUID:20437337; PMID:10984043 A;Accession: E83029 A;Status: preliminary A;Molecule 
Matches 8; Conservative 0; Mismatches 3; Indels 0; Gaps 0; Qy 1 NEIVDSASVPE 11 ||| |i| || Db 1 
B.A.; Tomb, J.F.; Adams, M.D.; Reich, C.I.; Overbeek, R.; Kirkness, E.F.; Weinstock, K.G.; Merrick 
archaeon, Methanococcus jannaschii. A;Reference number: A64300; MUID:96337999; PMID:8688( 
2; Length 562; Best Local Similarity 50.0%; Pred. No. 67; Matches 6; Conservative 3; Mismatches 
Nakamura, Y.; Wolk, CP.; Kuritz, T.; Sasamoto, S.; Watanabe, A.; Iriguchi, M.; Ishikawa, A.; Kaw 
AH1844 A;Status: preliminary A;Molecule type: DNA A;Residues: 1-980 A; Cross-references: UNIPF 
17 S65245 translation elongation factor eEF-3 homolog YPL226w - yeast (Saccharomyces cerevisia 
references: UNIPROT:Q08972; UNIPARC:UPI0000053084; EMBL:Z73582; NID:gl370467; PIDN:Cy 
R;Urrestarazu, L.A. submitted to the EMBL Data Library, December 1995 A; Reference number: S63 
nucleotide-binding motif A (P-loop) F;829-1105/Domaln: ATP-binding cassette homology F;846-85 
C;Date: 05-Dec-1997 #sequence_revision 05-Dec-1997 #text_change 09-Jul-2004 C;Accession: G 
Emmerson, P.T.; Entian, K.D.; Errington, J.; Fabret, C; Ferrari, E. Nature 390, 249-256, 1997 A;A 
Krogh, S.; Kumano, M.; Kurita, K.; Lapidus, A.; Lardinois, S. A;Authors: Lauber, J.; Lazarevic, V.; 
Sadaie, Y.; Sato, T.; Scanlon, E. A;Authors: Schleich, S.; Schroeter, R.; Scoffone, F.; Sekiguchi, J. 
Yoshida, K. A;Authors: Yoshikawa, H.F.; Zumstein, E.; Yoshikawa, H.; Danchin, A. A;Title: The con 
PID:g2634346 A; Experimental source: strain 168 C;Genetics: A;Gene: yodB C;Superfamily: conse 
#sequence_revision ll-Jun-1999 #text_change 09-Jul-2004 C;Accession: A72310 R;Nelson, K.E.; 
A;Title: Evidence for lateral gene transfer between Archaea and Bacteria from genome sequence of 
C;Superfamily: Thermotoga maritima hypothetical protein TM0980 Query Match 60.3%; Score 35; 
E89813 R;Kuroda, M.; Ohta, T.; Uchiyama, I.; Baba, T.; Yuzawa, H.; Kobayashi, I.; Cui, L.; Oguch 
A;Title: Whole genome sequencing of meticillin-resistant Stapylococcus aureus. A;Reference numbi 
54.5%; Pred, No. 40; Matches 6; Conservative 3; Mismatches 2; Indels 0; Gaps 0; Qy 1 NEIVDSAf 
Hufnagle, W.O.; Kowalik, DJ.; Lagrou, M.; Garber, R.L.; Goltry, L.; Tolentino, E.; Westbrook-Wadr 
A;Accession: G83131 A;Status: preliminar/ A;Molecule type: DNA A;Residues: 1-259 A;Cross-refei 
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Mismatches 1; Indels 0; Gaps 0; Qy 3 IVDSASVPE 11 |||:| ||| Db 158 IVDAAEVPE 166 RESULT 22 
and legumes. A;Reference number: Z14734; MUID:97305956; PMID:9163424 A;Accession: T4706 
VDSASVPET 12 II ||:|:| Db 83 VDGASIPQT91 RESULT 23 S04718 DNA-directed RNA polymerase ( 
RNA polymerase of the archaebacterlum Sulfolobus acldocaldarlus. A; Reference number: S04714; 
F.; Garrett, R.A.; Zillig, W. Proc. Natl. Acad. Sci. U.S.A. 86, 4569-4573, 1989 A;Title: Archaebactei 
C;Genetics: A;Gene: rpoC C;Function: A; Description: (EC 2.7.7.6) [validated, MUID:89315197] C; 
Sulfolobus solfataricus C;Date: 24-May-2001 #sequence_revision 24-May-2001 #text_change 15-: 
Gaasterland, T.; Garrett, R.A.; Ragan, M.A.; Sensen, C.W.; Van der Oost, J. submitted to GenBank 
DB 2; Length 395; Best Local Similarity 63.6%; Pred. No. 71; Matches 7; Conservative 1; Mismatc 
M.; James, K.D.; Churcher, C; Mungall, K.L.; Baker, S.; Basham, D.; Bentley, S.D.; Brooks, K.; O 
number: ABOOOl; MUID:21470413; PMID:11586360 A;Accession: AF0350 A;Status: preliminary A 
Conservative 3; Mismatches 2; Indels 0; Gaps 0; Qy 2 EIVDSASVPET 12 |::| ||:| | Db 242 ELLDKA 
K. Nucleic Acids Res. 28, 4317-4331, 2000 A;Title: Complete genome sequence of the alkaliphilic b 
source: strain C-125 C;Genetics: A;Gene: dacA C;Superfamily: penicillin-binding protein 5 Query N 
#sequence_revision Ol-Sep-1995 #text_cliange 09-Jul-2004 C;Accession: S54025; S28567 R;Lye. 
Library, November 1992 A; Description: MSSl a nuclear-encoded mitochondrial GTPase involved in 
13R A;Genome: nuclear C;Superfamily: thiophen / furan oxidation protein; translation elongation f 
NEIVDSASVP 10 I :|||::|| Db 67 NRLVDSSTVP 76 RESULT 28 F86648 hypothetical protein ybjJ [im 
bacterium Lactococcus lactis ssp. lactis IL1403. A;Reference number: A86625; MUID:21235186; PI 
Length 535; Best Local Similarity 50.0%; Pred. No. le+02; Matches 5; Conservative 5; Mismatche 
T20445 A;Status: preliminary; translated from GB/EMBU/DDBJ A;Molecule type: DNA A;Residues: 
624; Best Local Similarity 60.0%; Pred, No. 1.2e+02; Matches 6; Conservative 2; Mismatches 2; I 

C. L.; Brooks, S.Y.; Buehler, E.; Chan, A.; Chao, Q.; Chen, H.; Cheuk, R.F.; Chin, C.W.; Chung, MA 
Lee, A.; Lee, J.M.; Lenz, C.A.; Li, J.H.; Li, Y.; Lin, X.; Liu, S.X.; Liu, Z.A.; Luros, J.S.; Maiti, R.; Ma 
Davis, R.W, A;Title: Sequence and analysis of chromosome 1 of the plant Arabidopsis. A;Reference 
Matches 6; Conservative 4; Mismatches 1; Indels 0; Gaps 0; Qy 2 EIVDSASVPET 12 : : | | : 1 1 1 : | Db 
E.; Chan, A.; Chao, Q.; Chen, H.; Cheuk, R.F.; Chin, C.W.; Chung, M.K.; Conn, L.; Conway, A.B.; < 
Li, J.H.; Li, Y.; Lin, X.; Liu, S.X.; Liu, Z.A.; Luros, J.S.; Maiti, R.; Marziali, A.; Militscher, J.; Mirandi 
and analysis of chromosome 1 of the plant Arabidopsis, A;Reference number: A86141; MUID:2101 
Conservative 2; Mismatches 4; Indels 0; Gaps 0; Qy 1 NEIVDSASVPET 12 | : : ] 1 1 1 1 Db 676 NSVAE 
Protein Sequence Database, November 1999 A;Reference number: Z23023 A;Accession: T46116 A 
1229; Best Local Similarity 80.0%; Pred. No, 2.6e+02; Matches 8; Conservative 0; Mismatches 2; 
Clorf9 gene encodes a putative transmembrane member of a novel protein family. A;Reference nu 
Length 1254; Best Local Similarity 66.7%; Pred. No, 2.6e+02; Matches 6; Conservative 3; Mismat 
A; Description: Molecular cloning and tissue-specific expression of the mutator2 gene (mu2) in Dros 
60.3%; Score 35; DB 2; Length 1261; Best Local Similarity 58.3%; Pred. No. 2.6e+02; Matches 7, 
heterodimeric coiled-coil protein required for mitotic chromosome condensation in vitro. A;Referen( 
60.3%; Score 35; DB 2; Length 1290; Best Local Similarity 63.6%; Pred. No, 2.7e+02; Matches 7, 
Warrener, P.; Hickey, M.J.; Brinkman, F.S.L.; Hufnagle, W.O.; Kowalik, D.J,; Lagrou, M.; Garber, F 
A82950; MUID:20437337; PMID:10984043 A;Accession: C83269 A;Status: preliminary A;Molecule 
Gaps 0; Qy 2 EIVDSASVPET 12 | : | : 1 1 1 1 1 Db 93 ELVELASQPET 103 RESULT 37 D87150 polypeptide 
K.; Duthoy, S.; Feltwell, T,; Fraser, A.; Hamlin, N.; Holroyd, S.; Hornsby, T.; Jagels, K.; Lacroix, C 
PMID: 11234002 A; Accession: D87150 A;Status: preliminary A;Molecule type: DNA A;Residues: 1-; 
NPILETSEIPET 95 RESULT 38 T21655 hypothetical protein F32D8.5a - Caenorhabditis elegans C;Sp 
UNIPARC:UPI0000077CDE; EMBL:Z74031; PIDN:CAA98457.1; GSPDB:GN00023; CESP:F32D8.5a . 
Methanobacterium thermoautotrophicum (strain Delta H) C;Species: Methanobacterium thermoaut 
A.; Bush, D.; Safer, H.; Patwell, D.; Prabhakar, S.; McDougall, S.; Shimer, G.; Goyal, A.; Pietrokox 
shown A;Molecule type: DNA A;Residues: 1-226 A; Cross-references: UNIPROT:026767; UNIPARC: 
hypothetical protein F32D8.5b - Caenorhabditis elegans C;Species: Caenorhabditis elegans C;Date 
GSPDB:GN00023; CESP:F32D8.5b A; Experimental source: clone F32D8 C;Genetics: A;Gene: CESP 
A;Note: Nostoc sp. strain PCC 7120 is a synonym of Anabaena sp. strain PCC 7120 C;Date: 14-De( 
2001 A;Title: Complete Genomic Sequence of the Filamentous Nitrogen-fixing Cyanobacterium Ana 
Score 34; DB 2; Length 291; Best Local Similarity 66.7%; Pred, No, 79; Matches 6; Conservative : 
Alonso, J.; Altaf, H.; Araujo, R.; Bowman, C.L.; Brooks, S.Y.; Buehler, E.; Chan, A.; Chao, Q.; Che 

D. B.; Kwan, A.; Lam, B.; Langin-Hooper, S.; Lee, A.; Lee, J.M.; Lenz, C.A.; Li, J.H.; Li, Y.; Lin, X.; 
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start 

Go Back to previous page 

GenCore version 5,1.8 
Copyright (c) 1993 - 2006 Biocceleration Ltd. 



CM protein - protein search, using sw model 
Run on: 



Title: 

Perfect score: 
Sequence : 



May 25, 2006, 12:28:34 ; Search time 123.13 Seconds 

(without alignments) 
90.150 Million cell updates/sec 

US-10-616-279-2_COPY_263_274 
58 

1 NEIVDSASVPET 12 



Scoring table: BLOSUM62 

Gapop 10,0 , Gapext 0.5 



Searched: 



2849598 seqs, 925015592 residues 



Total number of hits satisfying chosen parameters: 



2849598 



Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post-processing: Minimum Match 0% 

Maximum Match 100% 

Listing first 1000 summaries 

Database : UniProt_7 .2 : * 

1 : uniprot_sprot : * 
2: uniprot_trembl : * 



Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 



% 

Result Query 

No . Score Match Length DB 



SUMM?U^IES 



ID 



Description 



1 58 100.0 331 1 SP0N2_HUMAN 

2 58 100.0 331 2 Q4W5N4_HUMAN 

3 58 100.0 331 2 Q5RFG6_P0NPY 

4 53 91.4 129 2 Q3TEM5 MOUSE 



Q9bud6 homo sapien 
Q4w5n4 homo sapien 
Q5rfg6 pongo pygma 
Q3tem5 mus musculu 
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i SCORE Search Results Details for Application 
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Score Home Retrieve Application SCORE System SCORE Comments / 

Page List Overview FAO Suggestions 

This page gives you Search Results detail for the Application 10616279 and Search Result us-10- 

616-279-2_copy_28_46.rag. 

start 

Go Back to previous page 

GenCore version 5.1.8 
Copyright (c) 1993 - 2006 Biocceleration Ltd. 



CM protein - protein search, using sw model 

Run on: .May 25, 2006, 12:28:19 ; Search time 152.413 Seconds 

(without alignments) 
56.997 Million cell updates/sec 

Title: US-10-616-279-2_COPY_28_46 
Perfect score: 99 

Sequence: 1 PLGGESICSAGAPAKYSIT 19 

Scoring table: BLOSUM62 

Gapop 10.0 , Gapext 0.5 

Searched: 2589679 seqs, 457216429 residues 

Total number of hits satisfying chosen parameters: 2589679 



Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 



Post-processing : 



Minimum Match 
Maximum Match 
Listing first 



0% 

100% 

1000 summaries 



Database : A_Geneseq_8 : * 

1: geneseqpl980s : * 

2: geneseqpl990s : * 

3: geneseqp2000s : * 

4: geneseqp2001s:* 

5: geneseqp2002s : * 

6: geneseqp2003as : * 

7: geneseqp2003bs : * 

8: geneseqp2004s : * 

9 : geneseqp2005s : * 

10 : geneseqp2006s : * 



Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 



SUMMARIES 
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Score Home Retrieve Application SCORE System SCORE Comments / 

Page List Overview FAQ Suggestions 

This page gives you Search Results detail for the Application 10616279 and Search Result us-10- 

616-279-2_copy_28_46,rai. 

start 

Go Back to previous page 

GenCore version 5.1.8 
Copyright (c) 1993 - 2006 Biocceleration Ltd. 

CM protein - protein search, using sw model 

Run on: May 25, 2006, 12:44:44 ; Search time 39.2391 Seconds 

(without alignments) 
42.383 Million cell updates/sec 

Title : US-10-616-279-2_COPY_28_46 
Perfect score: 99 

Sequence: 1 PLGGESICSAGAPAKYSIT 19 

Scoring table: BL0SUM62 

Gapop 10.0 , Gapext 0.5 

Searched: 650591 seqs, 87530628 residues 

Total number of hits satisfying chosen parameters: 650591 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post-processing: Minimum Match 0% 

Maximum Match 100% 

Listing first 1000 summaries 

Database : Issued Patents AA:* 



/EMC_Celerra_SIDS3/ptodata/2/iaa/5_COMB.pep:* 

/EMC_Celerra_SIDS3/ptodata/2/iaa/6_COMB.pep: * 

/EMC_Celerra_SIDS3/ptodata/2/iaa/7_COMB.pep:* 

/EMC_Celerra_SIDS3/ptodata/2/iaa/H_COMB.pep:* 

/EMC_Celerra_SIDS3/ptodata/2/iaa/PCTUS_COMB.pep:* 

/EMC_Celerra_SIDS3/ptodata/2/iaa/RE_COMB.pep:* 

/EMC_Celerra_SIDS3/ptodata/2/iaa/backfilesl .pep:* 



Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 

SUMMARIES 

% 

Result Query 

No. Score Match Length DB ID Description 
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29178, A 


58 


40 


40. 


4 


155 


2 


us- 


09- 


902 


-540-15567 


Sequence 


15567, A 


59 


40 


40. 


4 


191 


2 


us- 


09- 


252 


-991A-18626 


Sequence 


18626, A 


60 


40 


40. 


4 


355 


2 


us- 


09- 


605 


-7038-860 


Sequence 


860, App 
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SCORE Search Results Details for Application 
I 10616279 and Search Result us-10-616-279- 
I 2_copy_28_46-rapbn. 

Score Home Retrieve Application SCORE System SCORE Comments / 

Pace List Overview FAO Suooestions 

This page gives you Search Results detail for the Application 10616279 and Search Result us-10- 

616-279-2_copy_28_46.rapbn. 

start 

Go Back to previous pao 

GenCore version 5.1.8 
Copyright (c) 1993 - 2006 Biocceleration Ltd. 



CM protein - protein search, using sw model 

Run on: May 25, 2006, 13:06:00 ; Search time 8.26087 Seconds 

(without alignments) 
25.616 Million cell updates/sec 

Title: US-10-616-279-2_COPY_28_46 
Perfect score: 99 

Sequence: 1 PLGGESICSAGAPAKYSIT 19 

Scoring table: BLOSUM62 

Gapop 10.0 , Gapext 0.5 

Searched: 56051 seqs, 11137335 residues 

Total number of hits satisfying chosen parameters: 56051 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post-processing: Minimum Match 0% 

Maximum Match 100% 

Listing first 1000 summaries 

Database : Published_Applications_AA_New: * 

1 : /EMC_Celerra_SIDS3/ptodata/2/pubpaa/US09_NEW_PUB.pep:* 

2 : /EMC_Celerra_SIDS3/ptodata/2/pubpaa/US06_NEW_PUB,pep: * 

3 : /EMC_Celerra_SIDS3/ptodata/2/pubpaa/US07_NEW_PUB.pep: * 

4 : /EMC_Celerra_SIDS3/ptodata/2/pubpaa/US08_NEW_PUB.pep:* 

5: /EMC_Celerra_SIDS3/ptodata/2/pubpaa/PCT_NEW_PUB.pep:* 

6: /EMC_Celerra_SIDS3/ptodata/2/pubpaa/US10__NEW__PUB.pep:* 

7 : /EMC_Celerra_SIDS3/ptodata/2/pubpaa/USll_NEW_PUB.pep: * 

8: /EMC_Celerra_SIDS3/ptodata/2/pubpaa/US60_NEW__PUB.pep:* 

Pred. No. is the number of results predicted by chance to have a 

score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 

SUMMARIES 

% 

Result Query 
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No. Score 


Match 


Length DB 


ID 










Description 


1 


43.5 


43. 


9 


917 


7 


US- 


11- 


302- 


678 


-32 


Sequence 


32, Appl 


2 


43.5 


43. 


9 


919 


6 


US- 


10- 


196- 


749 


-258 


Sequence 


258, App 


3 


43.5 


43. 


9 


919 


7 


US- 


11- 


101- 


316 


-70 


Sequence 


70, Appl 


4 


39.5 


39. 


9 


4074 


6 


US- 


10- 


501- 


834 


-2 


Sequence 


2, Appli 


5 


39 


39. 


4 


137 


6 


us- 


10- 


953- 


349 


-6725 


Sequence 


6725, Ap 


6 


39 


39. 


4 


183 


6 


us- 


10- 


953- 


349 


-6724 


Sequence 


6724, Ap 


7 


39 


39. 


4 


244 


6 


us- 


10- 


953- 


349 


-6723 


Sequence 


6723, Ap 


8 


39 


39. 


4 


327 


6 


us- 


10- 


953- 


349 


-8753 


Sequence 


8753, Ap 


9 


39 


39. 


4 


391 


6 


us- 


10- 


953- 


349 


-8752 


Sequence 


8752, Ap 


10 


39 


39. 


4 


476 


6 


us- 


10- 


953- 


349 


-8751 


Sequence 


8751, Ap 


11 


39 


39. 


4 


582 


7 


us- 


11- 


293- 


697 


-3683 


Sequence 


3683, Ap 


12 


39 


39. 


4 


1912 


6 


us- 


10- 


511- 


937 


-2561 


Sequence 


2561, Ap 


13 


38 


38. 


4 


159 


6 


us- 


10- 


953- 


349 


-37541 


Sequence 


37541, A 


14 


38 


38. 


4 


258 


6 


us- 


10- 


953- 


349 


-37540 


Sequence 


37540, A 


15 


38 


38. 


4 


278 


6 


us- 


10- 


953- 


34 9 


-37539 


Sequence 


37539, A 


16 


38 


38. 


4 


514 


7 


us- 


11- 


121- 


154 


-148 


Sequence 


148, App 


17 


37 


37. 


4 


177 


7 


US- 


11- 


293- 


697 


-4391 


Sequence 


4391, Ap 


18 


37 


37. 


4 


416 


6 


us- 


10- 


502- 


993 


-2 


Sequence 


2, Appli 


19 


36.5 


36. 


9 


159 


7 


us- 


11- 


293- 


697 


-2919 


Sequence 


2919, Ap 


20 


36 


36. 


4 


71 


6 


us- 


10- 


953- 


349 


-25287 


Sequence 


25287, A 


21 


36 


36. 


4 


71 


6 


us- 


10- 


953- 


349 


-26349 


Sequence 


26349, A 


22 


36 


36. 


4 


91 


6 


us- 


10- 


953- 


349 


-29384 


Sequence 


29384, A 


23 


36 


36. 


4 


161 


7 


us- 


11- 


293- 


697 


-3409 


Sequence 


3409, Ap 


24 


36 


36. 


4 


185 


6 


us- 


10- 


953- 


349 


-25898 


Sequence 


25898, A 


25 


36 


36. 


4 


201 


6 


us- 


10- 


953- 


349 


-17374 


Sequence 


17374, A 


26 


36 


36. 


4 


300 


6 


us- 


10- 


953- 


349 


-28850 


Sequence 


28850, A 


27 


36 


36. 


4 


511 


6 


US- 


10- 


953- 


349 


-6576 


Sequence 


6576, Ap 


28 


36 


36. 


4 


593 


6 


US- 


10- 


953- 


349 


-6575 


Sequence 


6575, Ap 


29 


36 


36. 


4 


632 


6 


US- 


10- 


953- 


349 


-9560 


Sequence 


9560, Ap 


30 


36 


36. 


4 


729 


6 


US- 


10- 


953- 


349 


-9559 


Sequence 


9559, Ap 


31 


36 


36. 


4 


746 


6 


US- 


10- 


953- 


349 


-6574 


Sequence 


6574, Ap 


32 


36 


36. 


4 


794 


6 


US- 


10- 


953- 


349 


-9558 


Sequence 


9558, Ap 


33 


35.5 


35. 


9 


272 


7 


US- 


11- 


293- 


697 


-3682 


Sequence 


3682, Ap 


34 


35.5 


35. 


9 


4059 


6 


US- 


10- 


501- 


834 


-6 


Sequence 


6, Appli 


35 


35 


35. 


4 


114 


6 


US- 


10- 


511- 


937 


-2537 


Sequence 


2537, Ap 


36 


35 


35. 


4 


143 


7 


us- 




293- 


697 


-2546 

^ i^y "3 u 


Sequence 


2546, Ap 


37 


35 


35. 


4 


151 


7 


us- 


11- 


293- 


697 


-2514 


Sequence 


2514, Ap 


38 


35 


35. 


4 


154 


6 


us- 


10- 


953- 


34 9 


-21337 


Sequence 


21337, A 


39 


35 


35. 


4 


197 


6 


us- 


10- 


953- 


349 


-40189 


Sequence 


40189, A 


40 


35 


35. 


4 


208 


6 


us- 


10- 

X \J 


953- 


349 


-2628 


Sequence 


2628, Ap 


41 


35 


35. 


4 


210 


6 


US- 


10- 


953- 


349 


-2627 


Sequence 


2627, Ap 


42 


35 


35. 


4 


252 


6 


US- 


10- 


953- 


349 


-244 64 


Sequence 


24464, A 


43 


35 


35. 


4 


258 


6 


US- 


10- 


953- 


349 


-34274 


Sequence 


34274, A 


44 


35 


35. 


4 


284 


6 


US- 


10- 


953- 


349 


-21336 


Sequence 


21336, A 


45 


35 


35. 


4 


294 


6 




X \J 


^ «j J 


-J Tl J 


-21335 


Sequence 


21335, A 


46 


35 


35. 


4 


323 


7 


US- 


11- 


293- 


697 


-4546 


Sequence 


4546, Ap 


47 


35 


35. 


4 


332 


6 


US - 


10- 


953- 


349 


-28795 


Sequence 


28795, A 


48 


35 


35, 


4 


349 


6 


US- 


10- 


953- 


349 


-14110 


Sequence 


14110, A 


49 


35 


35. 


4 


355 


6 


us- 


10- 


953- 


349 


-14109 


Sequence 


14109, A 


50 


35 


35. 


4 


362 


6 


US- 


10- 


953- 


349 


-14108 


Sequence 


14108, A 


51 


35 


35- 


4 


3 62 


6 


us- 


10- 


953- 


349 


-28794 


Sequence 


28794, A 


52 


35 


35. 


4 


419 


6 


us- 


10- 


953- 


349 


-16414 


Sequence 


16414, A 


53 


35 


35. 


4 


448 


7 


US- 


11- 


293- 


697 


-4755 


Sequence 


4755, Ap 


54 


35 


35. 


4 


450 


6 


us- 


10- 


953- 


349 


-32232 


Sequence 


32232, A 


55 


35 


35. 


4 


456 


6 


us- 


10- 


953- 


349 


-16413 


Sequence 


16413, A 


56 


35 


35. 


4 


1023 


7 


us- 


11- 


293- 


697 


-3123 


Sequence 


3123, Ap 


57 


35 


35. 


4 


2026 


6 


us- 


10- 


505- 


928 


-831 


Sequence 


831, App 


58 


35 


35. 


4 


4391 


7 


us- 


11- 


183- 


325 


-56 


Sequence 


56, Appl 


59 


34.5 


34. 


8 


112 


6 


us- 


10- 


953- 


349 


-19708 


Sequence 


19708, A 
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SCORE Search Results Details for Application 
10616279 and Search Result us-10-616-279- 
2_copy_28_46.rapbm, 



Score Home Retrieve Application SCORE System SCORE Comments / 

Page List Overview FAQ Suggestions 

This page gives you Search Results detail for the Application 10616279 and Search Result us-10-6: 

279-2_copy_28_46.rapbm. 

start 

Go Back to previous p 

GenCore version 5.1.8 
Copyright (c) 1993 - 2006 Biocceleration Ltd. 

CM protein - protein search, using sw model 

Run on: May 25, 2006, 13:05:59 ; Search time 137.13 Seconds 

(without alignments) 
64.180 Million cell updates/sec 

Title: US-10-616-279-2_COPy_28_46 
Perfect score: 99 

Sequence: 1 PLGGESICSAGAPAKYSIT 19 

Scoring table: BLOSUM62 

Gapop 10.0 , Gapext 0.5 

Searched: 2097797 seqs, 463214858 residues 

Total number of hits satisfying chosen parameters: 2097797 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post-processing: Minimum Match 0% 

Maximum Match 100% 

Listing first 1000 summaries 

Database : Published_Applications_AA__Main: * 



/EMC_Celerra_SIDS3/ptodata/2/pubpaa/US07_PUBCOMB.pep:* 

/EMC_Celerra_SIDS3/ptodata/2/pubpaa/US08_PUBCOMB.pep:* 

/EMC_Celerra_SIDS3/ptodata/2/pubpaa/US09_PUBCOMB.pep: * 

/EMC_Celerra_SIDS3/ptodata/2/pubpaa/US10A_PUBCOMB.pep:* 

/EMC_Celerra_SIDS3/ptodata/2/pubpaa/US10B_PUBCOMB.pep:* 

/EMC_Celerra_SIDS3/ptodata/2/pubpaa/USll_PUBCOMB.pep:* 



Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 

SUMMARIES 

% 

Result Query 

No. Score Match Length DB ID Description 
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US-10- 


61 


91 


91. 


9 


331 


4 
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732 


-357A-8 


Sequence 


8 , Appli 


616 


-279-8 


Sequence 


8 , Appli 
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-884-8 


Sequence 


8; Appli 


895 


-183-8 


Sequence 


8, Appli 


732 


-357A-2 


Sequence 


2, Appli 


616 


-279-2 


Sequence 


2, Appli 


624 


-884-2 


Sequence 


2, Appli 


895 


-183-2 


Sequence 


2, Appli 
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Sequence 


2, Appli 
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-295A-236 


Sequence 


236, 


App 
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SecruencG 


8, Appli 


978 


-697-236 


Sequence 


236, 


Add 
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-192A-236 


S equence 


236, 


Add 
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Sequence 


236, 
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-189-236 


Sequence 


236, 


Add 
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Sequence 


236, 


Add 
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-585A-236 


Sequence 


236, 


Add 


978 


-191A-236 


Sequence 


236, 


Anri 
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-403A-236 


Sequence 


236, 


Add 


978 


-564A-236 


Sequence 


236, 




999 


-833A-236 


Sequence 


236, 


Add 


981 


-915A-236 


Sequence 


236, 


Add 


978 


-824-236 


Sequence 


236, 


A"nD 


918 


-585A-236 


Sequence 


236 




999 


-834A-236 


Sequence 


236, 


Add 


978 


-423A-236 


Sequence 


236, 


Add 
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-193A-236 


Sequence 


236, 


Ann 
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-830A-236 


Sequence 


236, 


Ann 
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-757A-236 

9 %J W .4*1 ^ ^ w 


Seouence 


236, 


Ann 
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-187B-236 


Sequence 


236, 


Ann 


978 


-643A-236 


Sequence 


236, 


Ann 


978 


-375A-236 


Sequence 


236, 


Ann 


978 


-298A-236 


Secruence 


236, 


Ann 


978 


-188A-236 


Sequence 


236, 


Add 


978 


-681A-236 


Sequence 


236, 


Ann 


978 


-194A-236 


Sequence 


236, 


Ann 


999 


-829A-236 


Sequence 


2 3 6, 


Ann 
■^PP 


978 


-299A-236 


Sequence 


236, 


Add 


978 


-544A-236 


Sequence 


236, 


Add 


978 


-665A-236 


Sequence 


236, 


Add 


978 


-802A-236 


Sequence 


236, 


Add 
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Sequence 


12 

x^ , 


Add 1 


970 


-944-38 


Sequence 


38, 


AddI 


970 


-944-40 


Sequence 


40 


Add 1 


999 


-831A-236 


Sequence 


236, 


Add 


978 


-824-236 


Sequence 


236, 


App 


017 


-081A-236 


Sequence 


236, 


App 


167 


-749-236 


Sequence 


236, 


App 


013 


-921A-236 


Sequence 


236, 


App 


013 


-92 9A-236 


Sequence 


236, 


App 
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-177A-236 


Sequence 


236, 


App 


166 


-709A-236 


Sequence 


236, 


App 
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-823-385 


Sequence 


385, 


App 
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-031A-236 


Sequence 


236, 


App 
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-030A-236 


Sequence 


236, 


App 
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-967A-236 


Sequence 


236, 


App 


017 


-083A-236 


Sequence 


236, 


App 
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-128A-236 


Sequence 


236, 


App 
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http://es/ScoreAccessWeb/GetItem.action? Appld=l 06 1 6279&seqId=523228&ItemName=us. . . 6/1 4/06 



SCORE Search Results Details for Application 10616279 and Search Result us- 10-6 16-2... Page 1 of 42 



Score Home Page Retrieve Application List SCORE System Overview SCORE FAQ Comments / Suqq 

This page gives you Search Results detail for the Application 10616279 and Search Result us-10-6: 
start 



A; Cross-references: UNIPROT:P95087; UNIPARC:UPI0000165332; GB:Z83866; GB:AL123456; NIC 
membrane efflux protein - Streptomyces coelicolor C;Species: Streptomyces coelicolor C;Date: 05- 
PIDN:CAB51438.1; GSPDB:GN00070; SCOEDB:SC4G6.15c A;Experlmental source: strain A3(2) C; 

GenCore version 5.1.8 
Copyright (c) 1993 - 2006 Biocceleration Ltd. 



OM protein 
Run on: 



Title: 

Perfect score: 
Sequence : 

Scoring table: 



protein search, using sw model 

May 25, 2006, 12:36:56 ; Search time 23.9565 Seconds 

(without alignments) 
76.310 Million cell updates/sec 

US-10-616-279-2_COPY_28_46 

99 

1 PLGGESICSAGAPAKYSIT 19 
BLOSUM62 

Gapop 10.0 , Gapext 0.5 



Searched: 283416 seqs, 96216763 residues 

Total number of hits satisfying chosen parameters: 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post-processing: Minimum Match 0% 

Maximum Match 100% 

Listing first 1000 summaries 



283416 



Database 



PIR_80:* 
pirl : * 
pir2: * 
pir3: * 
pir4 : * 



Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 

SUMMARIES 



Result 



Query 



No. 


Score 


Match Length DB 


ID 


Description 


1 


50 


50.5 


851 2 


A83484 


probable heme util 
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46 


46.5 


176 2 


B81208 


conserved hypothet 
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46 


46.5 


545 2 


D81973 


probable integral 


4 


45 


45.5 


273 2 


B83551 


hypothetical prote 


5 


44 


44.4 


3227 2 


T37964 


probable ubiquitin 
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I SCORE Search Results Details for Application 
I 10616279 and Search Result us-10-616-279- 
I 2_co py_2 8_4 6 , r u p ■ 

Score Home Retrieve Application SCORE System SCORE Comments / 

Page List Overview FAQ Suoaestions 

This page gives you Search Results detail for the Application 10616279 and Search Result us-10- 

616-279-2_copy_28_46.rup. 

start 

Go Back to previous page 

GenCore version 5.1.8 
Copyright (c) 1993 - 2006 Biocceleration Ltd. 



OM protein - protein search, using sw model 

Run on: May 25, 2006, 12:28:34 ; Search time 194.957 Seconds 

(without alignments) 
90.150 Million cell updates/sec 

Title : US"-10-616-279-2_COPY_28_46 
Perfect score: 99 

Sequence: 1 PLGGESICSAGAPAKYSIT 19 

Scoring table: BLOSUM62 

Gapop 10.0 , Gapext 0.5 

Searched: 2849598 seqs, 925015592 residues 

Total number of hits satisfying chosen parameters: 2849598 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post-processing: Minimum Match 0% 

Maximum Match 100% 

Listing first 1000 summaries 

Database : UniProt_7 . 2 : * 

1: uniprot_sprot : * 
2 : uniprot_trembl : * 

Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 

SUMMARIES 

% 

Result Query 

No. Score Match Length DB ID Description 



1 


91 


91. 


9 


331 


1 


SP0N2_HUMAN 


Q9bud6 homo sapien 
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81 


81. 
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331 
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Q4W5N4_HUMAN 


Q4w5n4 homo sapien 


3 
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75. 
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331 
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Q5RFG6 PONPY 


Q5rfg6 pongo pygma 
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69 


69. 


7 


330 


1 


SP0N2_M0USE 


Q8bms2 mus musculu 
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SCORE Search Results Details for Application 
10616279 and Search Result us-10-616-279- 

2_co py_7 7_9 1 - r a g , 



Score Home 
Page 



Retrieve Application 
List 



SCORE System 
Overview 



SCORE 
FAO 



Comments / 
Suggestions 



This page gives you Searcli Results detail for the Application 10616279 and Search Result us-10- 

6 16-279 -2_copy_77_91. rag. 

start 

Go Back to previous page 

GenCore version 5.1.8 
Copyright (c) 1993 - 2006 Biocceleration Ltd. 

CM protein - protein search, using sw model 

Run on: May 25, 2006, 12:28:19 ; Search time 120.326 Seconds 

(without alignments) 
56.997 Million cell updates/sec 

US-10-616-279-2_COPY_77_91 
85 

1 HSSDYSMWRKNQYVS 15 



Title: 

Perfect score; 
Sequence : 



Scoring table: BLOSUM62 

Gapop 10.0 , Gapext 0.5 



Searched: 



2589679 seqs, 457216429 residues 



Total number of hits satisfying chosen parameters: 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post-processing: Minimum Match 0% 

Maximum Match 100% 

Listing first 1000 summaries 



2589679 



Database 



A_Geneseq_8 : * 

1: geneseqpl980s 

2: geneseqpl990s 

3: geneseqp2000s 

4: geneseqp2001s 

5: geneseqp2002s 

6: geneseqp2003a 

7: geneseqp2003b 

8: geneseqp2004s 

9: geneseqp2005s 

10: geneseqp2006 



: * 
: * 
: * 
: * 
: * 
s:* 
s:* 



si- 



Fred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 



SUMMARIES 
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SCORE Search Results Details for Application 
10616279 and Search Result us-10-616-279- 

I 2_co py_7 7_9 1 ■ r a i ■ 

Score Home Page Retrieve Application List SCORE System Overview SCORE FAQ Comments / Sugg 

This page gives you Search Results detail for the Application 10616279 and Search Result us-10-6: 
2_copy_77_91.rai. 

start 

Go Back to prev 

GenCore version 5.1.8 
Copyright (c) 1993 - 2006 Biocceleration Ltd. 



OM protein 
Run on: 



Title: 

Perfect score; 
Sequence: 

Scoring table: 



protein search, using sw model 

May 25, 2006, 12:44:44 / Search time 30.9783 Seconds 

(without alignments) 
42.383 Million cell updates/sec 

US-10-616-27 9-2_COPY_77_91 
85 

1 HSSDYSMWRKNQYVS 15 
BL0SUM62 

Gapop 10.0 , Gapext 0.5 



650591 



Searched: 650591 seqs, 87530628 residues 

Total number of hits satisfying chosen parameters: 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post-processing: Minimum Match 0% 

Maximum Match 100% 

Listing first 1000 summaries 

Database : Issued_Patents_AA: * 

1: /EMC_Celerra_SIDS3/ptodata/2/iaa/5_C0MB.pep:* 

2 : /EMC_Celerra_SIDS3/ptodata/2/iaa/6_C0MB.pep:* 

3 : /EMC_Celerra_SIDS3/ptodata/2/iaa/7_COMB.pep:* 

4 : /EMC__Celerra_SIDS3/ptodata/2/iaa/H_COMB.pep: * 

5: /EMC_Celerra_SIDS3/ptodata/2/iaa/PCTUS_COMB.pep:* 

6: /EMC_Celerra_SIDS3/ptodata/2/iaa/RE_C0MB.pep:* 

7 : /EMC_Celerra_SIDS3/ptodata/2/iaa/backfilesl.pep:* 

Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 



SUMMARIES 



% 

Result Query 

No. Score Match Length DB ID 



Description 
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SCORE Search Results Details for Application 
10616279 and Search Result us-10-616-279- 
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Score Home Retrieve Application SCORE System SCORE Comments / 

Page List Overview FAQ Suoaestions 

This page gives you Search Results detail for the Application 10616279 and Search Result us-10-6: 

279-2_copy_77_91.rapbm. 

start 

Go Back to previous p 

GenCore version 5.1.8 
Copyright (c) 1993 - 2006 Biocceleration Ltd. 

CM protein - protein search, using sw model 

Run on: May 25, 2006, 13:05:59 ; Search time 108.261 Seconds 

(without alignments) 
64.180 Million cell updates/sec 

Title : US-10-616-279-2_COPY_77_91 
Perfect score: 85 

Sequence: 1 HSSDYSMWRKNQYVS 15 

Scoring table: BLOSUM62 

Gapop 10.0 , Gapext 0.5 

Searched: 2097797 seqs, 463214858 residues 

Total number of hits satisfying chosen parameters: 2097797 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post-processing: Minimum Match 0% 

Maximum Match 100% 

Listing first 1000 summaries 

Database : Published_Applications_AA_Main: * 



/EMC_Celerra_SIDS3/ptodata/2/pubpaa/US07_PUBCOMB.pep:* 
/EMC_Celerra_SIDS3/ptodata/2/pubpaa/US08_PUBCOMB.pep:* 
/EMC_Celerra_SIDS3/ptodata/2/pubpaa/US09_PUBCOMB.pep: * 
/EMC_Celerra_SIDS3/ptodata/2/pubpaa/US10A__PUBCOMB . pep : * 
/EMC_Celerra_SIDS3/ptodata/2/pubpaa/US10B_PUBCOMB.pep:* 
/EMC_Celerra_SIDS3/ptodata/2/pubpaa/USll_PUBCOMB.pep:* 



Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 

SUMMARIES 

% 

Result Query 

No. Score Match Length DB ID Description 
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SCORE Search Results Details for Application 
I 10616279 and Search Result us-10-616-279- 

1 2_co py_7 7_9 1 - r a p b n , 

Score Home Retrieve Application SCORE System SCORE Comments / 

Page List Overview FAQ Suoaestlons 

This page gives you Search Results detail for the Application 10616279 and Search Result us-10- 

616-279-2_copy„77_91.rapbn. 

start 

Go Back to previous pao 

GenCore version 5.1.8 
Copyright (c) 1993 - 2006 Biocceleration Ltd. 



CM protein - protein search, using sw model 

Run on: May 25, 2006, 13:06:00 ; Search time 6.52174 Seconds 

(without alignments) 
25.616 Million cell updates/sec 

Title : US-10-616-279-2_COPY_77_91 
Perfect score: 85 

Sequence: 1 HSSDYSMWRKNQYVS 15 

Scoring table: BLOSUM62 

Gapop 10.0 / Gapext 0.5 

Searched: 56051 seqs, 11137335 residues 

Total number of hits satisfying chosen parameters: 56051 

Minimum DB seq length: 0 

Maximxam DB seq length: 2000000000 

Post-processing: Minimum Match 0% 

Maximum Match 100% 

Listing first 1000 summaries 

Database : Published_Applications_AA_New: * 

1 : /EMC_Celerra_SIDS3/ptodata/2/pubpaa/US09_NEW_PUB.pep:* 

2 : /EMC_Celerra__SIDS3/ptodata/2/pubpaa/US06_NEW_PUB.pep:* 

3 : /EMC__Celerra_SIDS3/ptodata/2/pubpaa/US07_NEW_PUB.pep:* 

4 : /EMC_Celerra_SIDS3/ptodata/2/pubpaa/US08_NEW_PUB.pep:* 

5: /EMC_Celerra_SIDS3/ptodata/2/pubpaa/PCT_NEW_PUB.pep:* 

6 : /EMC_Celerra_SIDS3/ptodata/2/pubpaa/US10_NEW_PUB.pep:* 

7 : /EMC_Celerra_SIDS3/ptodata/2/pubpaa/USll_NEW_PUB.pep:* 

8 : / EMC_C el e r r a_S IDS 3 /p toda ta / 2 /pubpa a /US 6 0_NEW_PUB . pep : * 

Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 

SUMMARIES 

% 

Result Query 
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Score Home Page Retrieve Application List SCORE System Overview SCORE FAQ Comments / Suqq 

This page gives you Search Results detail for the Application 10616279 and Search Result us-10-6: 
start 



GenCore version 5.1.8 
Copyright (c) 1993 - 2006 Biocceleration Ltd. 



OM protein - protein search, using sw model 
Run on: May 25, 2006, 12:36:56 



Search time 18.913 Seconds 
(without alignments) 
76.310 Million cell updates/sec 



Title: 

Perfect score: 
Sequence: 

Scoring table: 



Searched: 



US-10-616-279-2_COPy_77_91 
85 

1 HSSDYSMWRKNQYVS 15 

BLOSUM62 

Gapop 10.0 , Gapext 0.5 



283416 seqs, 96216763 residues 

Total number of hits satisfying chosen parameters: 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post-processing: Minimum Match 0% 

Maximum Match 100% 

Listing first 1000 summaries 



283416 



Database 



PIR_80:* 
pirl : * 
pir2:* 
pir3: * 
pir4 : * 



Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 
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I SCORE Search Results Details for Application 
I 10616279 and Search Result us-10-616-279- 
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Score Home Retrieve Application SCORE System SCORE Comments / 

Page List Overview FAQ Suggestions 

This page gives you Search Results detail for the Application 10616279 and Search Result us-10- 

616-279-2_copy_77_91.rup. 

start 

Go Back to previous page 

GenCore version 5.1.8 
Copyright (c) 1993 - 2006 Biocceleration Ltd. 



CM protein - protein search, using sw model 

Run on: May 25, 2006, 12:28:34 ; Search time 153.913 Seconds 

(without alignments) 
90.150 Million cell updates/sec 

Title: US-10-616-279-2_COPY_77_91 
Perfect score: 85 

Sequence: 1 HSSDYSMWRKNQYVS 15 

Scoring table: BLOSUM62 

Gapop 10.0 , Gapext 0.5 

Searched: 2849598 seqs, 925015592 residues 

Total number of hits satisfying chosen parameters: 28 49598 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post-processing: Minimum Match 0% 

Maximum Match 100% 

Listing first 1000 summaries 

Database : UniProt_7 . 2 : * 

1 : uniprot_sprot : * 
2: uniprot_trembl : * 

Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 



SUMMARIES 

% 

Result Query 

No. Score Match Length DB ID Description 

1 85 100.0 331 1 SP0N2_HUMAN Q9bud6 homo sapien 

2 85 100.0 331 2 Q4W5N4_HUMAN Q4w5n4 homo sapien 

3 85 100.0 331 2 Q5RFG6_PONPY Q5rfg6 pongo pygma 

4 82 96.5 289 2 Q6KAS6_MOUSE Q6kas6 mus musculu 
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SCORE Search Results Details for Application 
10616279 and Search Result us-10-616-279- 
2-rag- 



Score Home 
Page 



Retrieve Application 
List 



SCORE System 
Overview 



SCORE 
FAQ 



Comments / 
Suoaestions 



This page gives you Search Results detail for the Application 10616279 and Search Result us-10- 

616-279-2.rag. 

start 

Go Back to previous page 

GenCore version 5.1.8 
Copyright (c) 1993 - 2006 Biocceleration Ltd. 

CM protein - protein search, using sw model 



Run on: 



Title: 

Perfect score: 
Sequence : 



May 25, 2006, 11:55:15 / Search time 271.158 Seconds 

(without alignments) 
558.119 Million cell updates/sec 



US-10-616-279-2 
1760 

1 MENPSPAAALGKALCALLLA. 



.NGSPCPELEEEAECVPDNCV 331 



Scoring table: BLOSUM62 

Gapop 10.0 , Gapext 0.5 



Searched: 



2589679 seqs, 457216429 residues 



Total number of hits satisfying chosen parameters: 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post-processing: Minimum Match 0% 

Maximum Match 100% 
Listing first 45 summaries 



2589679 



Database : 



A_Geneseq_8 : * 

1: geneseqpl980s 

2: geneseqpl990s 

3: geneseqp2000s 

4: geneseqp2001s 

5: geneseqp2002s 

6: geneseqp2003a 

7: geneseqp2003b 

8: geneseqp2004s 

9: geneseqp2005s 

10: geneseqp2006 



: * 

s:* 
s:* 



s:" 



Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 



SUMMARIES 
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ALIGNMENTS 



RESULT 1 
AAB82472 

ID AAB82472 standard; protein; 331 AA. 
XX 

AC AAB82472; 
XX 

DT 22-AUG-2001 (first entry) 
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SCORE Search Results Details for Application 
10616279 and Search Result us-10-616-279- 

2.rai. 



Score Home Retrieve Application SCORE System SCORE Comments / 

Page List Overview FAQ Suggestions 

This page gives you Search Results detail for the Application 10616279 and Search Result us-10- 

616-279-2.rai. 

start 



Go Back to previous page 



GenCore version 5.1.8 
Copyright (c) 1993 - 2006 Biocceleration Ltd. 



CM protein - protein search, using sw model 
Run on: 



Title: 

Perfect score: 
Sequence : 

Scoring table: 



Searched: 



May 25, 2006, 12:07:05 ; Search time 69.1921 Seconds 

(without alignments) 
418.728 Million cell updates/sec 

US-10-616-279-2 

1760 

1 MENPSPAAALGKALCALLLA NGSPCPELEEEAECVPDNCV 331 

BLOSUM62 

Gapop 10.0 , Gapext 0.5 

650591 seqs, 87530628 residues 



650591 



Total number of hits satisfying chosen parameters: 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post-processing: Minimum Match 0% 

Maximum Match 100% 
Listing first 45 summaries 

Database : Issued_Patents_AA: * 

1 : /EMC_Celerra_SIDS3/ptodata/2/iaa/5_COMB.pep:* 

2 : /EMC_Celerra_SIDS3/ptodata/2/iaa/6_COMB.pep: * 

3 : /EMC_Celerra_SIDS3/ptodata/2/iaa/7_COMB.pep: * 

4 : /EMC_Celerra_SIDS3/ptodata/2/iaa/H_COMB.pep:* 

5: /EMC_Celerra_SIDS3/ptodata/2/iaa/PCTUS_COMB.pep:* 

6 : /EMC_Celerra_SIDS3/ptodata/2/iaa/RE_COMB.pep: * 

7 : /EMC_Celerra_SIDS3/ptodata/2/iaa/backf ilesl .pep: * 

Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 



SUMMARIES 



Result 
No. 



Score 



% 

Query 

Match Length DB 



ID 



Description 
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ALIGNMENTS 



RESULT 1 

US-09-732-357B-2 

Sequence 2, Application US/09732357B 
Patent No. 6682902 
GENERAL INFORMATION: 
APPLICANT: Harkins, Richard 
APPLICANT: Parkes, Deborah 
APPLICANT: Parry, Gordon 
APPLICANT: Schneider, Douglas 
APPLICANT: Steinbrecher , Renate 
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SCORE Search Results Details for Applicatiot 
10616279 and Search Result us-10-616-279-2.ra 



Score Home Page Retrieve Application List SCORE System Overview SCORE FAQ Comments / Sugg 

This page gives you Search Results detail for the Application 10616279 and Search Result us-10-6: 

2.rapbm. 

start 

Go Back to pn 

GenCore version 5.1.8 
Copyright (c) 1993 - 2006 Biocceleration Ltd. 



OM protein - protein search, using sw model 
Run on: May 25, 2006, 12:23:39 



Search time 230.952 Seconds 
(without alignments) 
663.879 Million cell updates/sec 



Title : 

Perfect score: 
Sequence: 

Scoring table: 



Searched: 



US-10-616-279-2 
1760 

1 MENPSPAAALGKALCALLLA. 



.NGSPCPELEEEAECVPDNCV 331 



BLOSUM62 
Gapop 10.0 



Gapext 0.5 



2097797 seqs, 463214858 residues 



Total number of hits satisfying chosen parameters: 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post-processing: Minimum Match 0% 

Maximum Match 100% 
Listing first 45 summaries 



Database 



2097797 



P u b 1 i s h e d_Ap p 1 i c a t i o n s _AA_Ma i n : * 
1 : /EMC_Celerra_SIDS3/ptodata/2/pubpaa/US07_PUBCOMB.pep: * 
2 : /EMC_Celerra_SIDS3/ptodata/2/pubpaa/US08_PUBCOMB.pep: * 
3 : /EMC_Celerra_SIDS3/ptodata/2/pubpaa/US09_PUBCOMB.pep:* 
4 : /EMC_Celerra_SIDS3/ptodata/2/pubpaa/US10A_PUBCOMB.pep: * 
5: /EMC_Celerra_SIDS3/ptodata/2/pubpaa/US10B_PUBCOMB.pep:* 
6: /EMC_Celerra_SIDS3/ptodata/2/pubpaa/USll_PUBCOMB.pep:* 

Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 



SUMMARIES 



Result 
No. 



Score 



% 

Query 

Match Length DB 



ID 



Description 



1 1760 100.0 331 3 US-09-732-357A-2 

2 1760 100.0 331 4 US-10-616-279-2 

3 1760 100.0 331 4 US-10-624-884-2 



Sequence 2, Appli 
Sequence 2, Appli 
Sequence 2, Appli 
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ALIGNMENTS 



RESULT 1 

US-09-732-357A-2 

Sequence 2, Application US/09732357A 
Patent No. US20020004047A1 
GENERAL INFORMATION: 
APPLICANT: Harkins, Richard 
APPLICANT: ParJces, Deborah 
APPLICANT: Parry, Gordon 
APPLICANT: Schneider, Douglas 
APPLICANT: Steinbrecher, Renate 

TITLE OF INVENTION: DNA Encoding a No. US20020004047Alel RG-1 Polypeptide 
FILE REFERENCE: 51791AUSM1 

CURRENT APPLICATION NUMBER: US/09/732 , 357A 
CURRENT FILING DATE: 2001-05-14 
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SCORE Search Results Details for Application 
1 10616279 and Search Result us-10-616-279-2.ra 

Score Home Page Retrieve Application List SCORE System Overview SCORE FAQ Comments / Suqq 

This page gives you Search Results detail for the Application 10616279 and Search Result us-10-6: 

2.rapbn. 

start 

Go Back to prev 

GenCore version 5.1.8 
Copyright (c) 1993 - 2006 Biocceleration Ltd. 



CM protein - protein search, using sw model 
Run on: 



Title: 

Perfect score: 
Sequence: 

Scoring table : 



Searched: 



May 25, 2006, 12:23:59 ; Search time 14.9605 Seconds 

(without alignments) 
246.414 Million cell updates/sec 

US-10-616-279-2 
1760 

1 MENPSPAAALGKALCALLLA NGSPCPELEEEAECVPDNCV 331 



BLOSUM62 
Gapop 10.0 



Gapext 0.5 



56051 seqs, 11137335 residues 



Total number of hits satisfying chosen parameters: 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post-processing: Minimum Match 0% 

Maximum Match 100% 
Listing first 45 summaries 



56051 



Database 



Published_Applica 

1: /EMC_Celerra_S 

2 : /EMC_Celerra_S 

3 : /EMC_Celerra__S 

4 : /EMC__Celerra_S 

5: /EMC_Celerra_S 

6: /EMC_Celerra_S 

7 : /EMC_Celerra_S 

8: /EMC Celerra S 



tions_AA_New: * 

IDS3/ptodata/2/pubpaa/US09_NEW_PUB.pep: * 
IDS3/ptodata/2/pubpaa/US06_NEW_PUB.pep:* 
IDS3/ptodata/2/pubpaa/US07_NEW_PUB . pep : * 
IDS3/ptodata/2/pubpaa/US08_NEW_PUB.pep:* 
IDS3/ptodata/2/pubpaa/PCT_NEW_PUB.pep:* 
IDS3/ptodata/2/pubpaa/US10_NEW__PUB.pep: * 
IDS 3 /ptoda ta / 2 /pubpa a /US 1 1_NEW_PUB . p ep : * 
IDS3/ptodata/2/pubpaa/US60_NEW_PUB.pep:* 



Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 



SUMMARIES 



% 

Result Query 

No. Score Match Length DB ID 



Description 
Sequence 4829, Ap 



107 



6.1 



236 7 US-11-293-697-4829 
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ALIGNMENTS 



RESULT 1 

US-11-293-697-4829 

; Sequence 4829, Application US/11293697 
; Publication No. US20060105376A1 
; GENERAL INFORMATION: 

; APPLICANT: HELIX RESEARCH INSTITUTE 

; TITLE OF INVENTION: Novel full length cDNA 

; FILE REFERENCE: H1-A0106 

; CURRENT APPLICATION NUMBER: US/11/293,697 
; CURRENT FILING DATE: 2005-12-05 
; PRIOR APPLICATION NUMBER: US/10/108,260 
; PRIOR FILING DATE: 2002-03-28 
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Score Home Page Retrieve Application List SCORE System Overview SCORE FAQ Comments / Suqq 

This page gives you Search Results detail for the Application 10616279 and Search Result us-lO-^S: 
start 



GenCore version 5.1.8 
Copyright (c) 1993 - 2006 Biocceleration Ltd. 



OM protein - protein search, using sw model 



Run on: 



May 25, 2006, 12:00:39 ; Search time 44.8814 Seconds 

(without alignments) 
709.599 Million cell updates/sec 



Title: 

Perfect score: 
Sequence: 



US-10-616-279-2 
1760 

1 MENPSPAAALGKALCALLLA NGSPCPELEEEAECVPDNCV 331 



scoring table: BLOSUM62 

Gapop 10.0 , Gapext 0.5 

Searched: 283416 seqs, 96216763 residues 

Total number of hits satisfying chosen parameters: 283416 



Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post-processing: Minimum Match 0% 

Maximum Match 100% 
Listing first 45 summaries 



Database : PIR_80:* 
1: pirl:* 
2: pir2:* 
3: pir3:* 
4: pir4:* 



Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 

SUMMARIES 

% 

Result Query 

No. Score Match Length DB ID Description 
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RESULT 1 
A38152 

F-spondin - rat 

C; Species: Rattus norvegicus (Norway rat) 

C;Date: 04-Mar-1993 #sequence_revision 18-Nov-1994 #text_change 09-Jul-2004 

C;Accession: A38152 

R/Klar, A.; Baldassare, M.; Jessell, T.M. 
Cell 69, 95-110, 1992 

A; Title: F-spondin: a gene expressed at high levels in the floor plate encodes a secre 

A/Reference number: A38152; MOID: 92208952; PMID:1555244 

A/Accession: A38152 

A; Status: preliminary 

A; Molecule type: mRNA 

A; Residues: 1-807 

A/Cross-references: UNIPROT : P3544 6; UNIPARC :UPI000012AC71; GB:M88469; NID:g204176; PID 
A; Experimental source: embryo floor plate 

A/Note: sequence extracted from NCBI backbone (NCBIN: 90877 , NCBIP: 90878) 
C;Superfamily: F-spondin; thrombospondin type 1 repeat homology 
F; 441-495/Domain: thrombospondin type 1 repeat homology 
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SCORE Search Results Details for Application 
10616279 and Search Result us-10-616-279- 
2,rup. 



Score Home Retrieve Application SCORE System SCORE Comments / 

Page List Overview FAQ Suggestions 

This page gives you Search Results detail for the Application 10616279 and Search Result us-10- 

616-279-2.rup. 

start 

Go Back to previous page 

GenCore version 5.1.8 
Copyright (c) 1993 - 2006 Biocceleration Ltd. 

CM protein - protein search, using sw model 

Run on: May 25, 2006, 11:55:28 ; Search time 359.051 Seconds 

(without alignments) 
852.749 Million cell updates/sec 

Title : US-10~616-279-2 
Perfect score: 1760 

Sequence: 1 MENPSPAAALGKALCALLLA NGSPCPELEEEAECVPDNCV 331 

Scoring table: BLOSUM62 

Gapop 10.0 , Gapext 0.5 

Searched: 2849598 seqs, 925015592 residues 

Total number of hits satisfying chosen parameters: 2849598 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post-processing: Minimum Match 0% 

Maximum Match 100% 
Listing first 45 summaries 

Database : UniProt_7 . 2 : * 

1 : uniprot_sprot : * 
2 : uniprot_trembl : * 

Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 

SUMMARIES 

% 

Result Query 

No. Score Match Length DB ID Description 

1 1744 99.1 331 1 SP0N2_HUMAN Q9bud6 homo sapien 

2 1742 99.0 331 2 Q4W5N4_HUMAN Q4w5n4 homo sapien 

3 1716 97.5 331 2 Q5RFG6_P0NPy Q5rfg6 pongo pygma 

4 1506.5 85.6 330 1 SP0N2 RAT Q9wv75 rattus norv 



http://es/ScoreAccessWeb/GetItem.action?AppId=10616279&seqId=523209&ItemName=us... 6/14/06 



X "SCORE Search Results Details for Application 10616279 and Search Result us- 10-6 16-2... Page 2 of 28 



c 
0 


1^ y . o 


Q A 
OH . 


y 




1 


oirVJIMZ XTlUUDili 




Tni 1 Q TniiQr*ii1ii 


c 
O 


1 /I Q Q C 

l400 . 0 


Q A 
04 . 


b 


"3 Q n 
33U 


Z 


nP'V7'n9P MnTTCTT 


OPirH 9 P 


fniic miiG/^iil 11 
lULlo lllUoLfUXU 


•7 


1 /I n T 
1 4 U 3 


7 Q 

/ y . 


•7 


9 Q 

z 0 y 


Z 


yDlVHoD lYlUUOJlj 


^ D JVd 0 D 


IULX>9 lllUD^.^ U.JL LX 


Q 


1113 . 0 


b3 , 


3 


"3 1 "3 
J 1 0 


9 
Z 


'^D r'14 AEjINLltV 


0 CH ^ 
'^DU\^1U4 




Q 


lino 

IIUO 


ca 

D^ . 


n 
u 


001 


9 
Z 


r>49119 T3PZ1PT7 
U4Z1±Z 0£\i-U\J!j 


04 9 1 1 9 


y* a h \7H ^1 n "i ri 
*JXci^iiyuaiiJ.\j 




lU / 3 . 3 


Dl . 


U 


"3 i; 

30 D 


Z 


yfioyvo xcjIiMo 


r\A a fT\7^ 

y 4 s qv3 


ucuxaouon XI 


1 1 


0/1 


Zl Q 

^ y . 




"3 ^3 ZI 
J 0 4 


9 

z 


OZI91 1 1 T3DZ\DTr 
VJ4Z111 DrvrtKJli 


04 9 111 
VJ4 Z X J. J. 


JJX di.^ 11 yUallXU 


1^ 


T T T 
/ 3 3 


Zl 1 


b 


9 p n 
Z 0 u 


9 

z 


y4oUoU i£jl£>Jk7 


o4 c H c n 
y 4 5 us u 


LcL-XaOClOn 11 


lo 


Q Q 
D DO 


'3 9 
oZ . 


0 


19 0 

1 z y 


9 
Z 


/^"aT^Mt^ MTiTTQlT 

yoiniiyiD irlUUoCj 


y 0 ueiu3 


luus muscuxu 


Ifi 


*N 0 9 


9 Q 

zy . 


T 
I 


bui 


9 
Z 


yyv/fib iJi\Urii!i 


y y V / 4 D 


Qx uSOpmXa 


13 


m 9 
3 iz 


9 Q 

z y . 


1 
1 


o y 0 


9 
Z 


LrUZUZy Ur\vJi*UL 


VJUZ vZ 7 


uxooopnxxd 


1 0 


4 0 0 . O 


9 7 

z / . 




R c; 7 


9 

z 


Pi4c;DR7 TTTTMfZ 
y401rD/ XiIjUMo 


r\A <zr\y\n 


L.C L.X dULlvJll 11 


1 / 


4 / U . 0 


9 

Z D . 


/ 


PHP 
OUO 


9 
Z 


ri^91 1 "3 R13Z1T31? 

U4Z11<.^ or\/\rN.£j 


r\A 9 1 1 '3 


X)XddiyU.dllXU 


10 


4 DO . O 


9 

Z D . 


D 


pnc 

0 U D 


Z 


Ufi*^vWy l£iiiM^ 


0 ^ e n t«tQ 
y4 0 UW7 


L.C UX duuuii 11 


1 y 


4 D D 


9 C 

Z b . 


c 


7 9 0 

/ z y 


9 
Z 


0^0*797 MTlTTCT? 


y Dy z z / 


Tni 1 e Tni ie!/**ii1 11 
mUS lUUSCUXU 




4 D4 . 0 


9 

Z 0 . 


A 
4 


p n9 
0 uz 


1 


orVJJNl L^nlL^n. 


nQuT7 7n 
y 3W / / u 


gdXXUS ^dXX 


0 1 


/I C 9 
4 bz . O 


9 C 

Z b . 


3 


0 u / 


1 


orrUJNl lYlUUolli 


0 Pt 7/^ /-« 0 

y 0 vcc y 


Tn 1 1 0 TTi 11c 1 1 1 1 1 




/i C9 t; 
4 bZ . 0 


9 £^ 

Z b . 


3 


p r^7 
0 U / 


1 


C DOM 1 D T\ rp 


0*3 1; ^ ^ c 
ir^3 4 4 b 


xduT^us noxv 




^ ^^9 ^ 

4 bZ . o 


9 c 
z b . 




p n7 


9 
Z 




y oJJ r UD 


xducuo noxv 


0 /I 


4 bU . 0 


9 c 
z b . 


z 


0 U / 


1 


brONl dOVIN 


0 0 1 V Q 

yygixy 


^ c +*3iiv*iie» 

DOS L-dUJ-US 


0 t; 


fl bU , o 


9 c 
z b . 


z 


Q n 7 
0 U / 


1 
1 


brUIMl nUJrLrtJN 


y y ncDb 


noiuo Sdpxen 


Z b 


^ "7 


9 c 
z b . 


U 


POP 

0 y 0 


9 
Z 


(^7CQ99 "Q"D7\irT 

U / bo ZZ oKAr 1» 


07 c p 9 9 
<j / b 0 z z 


Dxdncnxosuo 


Z / 


4 4 0 . D 


9 R 
z 0 . 


c: 


pn^ 


1 
± 


0 f VJIM X ACjXM IxrV 


JTO J 4 4 f 




z 0 


4 4/ 


9 R 
z o . 


4 


DZ 0 


9 
Z 


mT^ppd npoMP* 
/ i\r\r 4 jjrvWi^iiii 


r fk-X J. 4 


\A.±. \JtS\J^HMMOL 


9 Q 


4 4/ 


9 c; 
Z 0 . 


4 


7 A*? 
/ D J 


9 
Z 


nQY'7'nn 11001711? 


00 v^H n 


U,X\JaU^llXXd 


0 u 


/I 2I 
4 4 «5 


9 

z 0 . 


9 
Z 


0 U J 


9 
Z 


0491 1 Zl RPZiPT? 
VJ4Z1X4 OivHi\£j 


OZl? 1 1 Zl 
W4 ^ X X 4 


ijx du. iiy udiixu 


0 1 


Zl Zl 1 c: 
4 4 1 . O 


9 R 

z 0 . 


1 


P 7 ^3 


9 
Z 


0 7 T^P A 9 HP OMT? 
y / AK4 Z UKUr'tCi 


07 \rrA9 


vaxv^^^^JilXXd 


oZ 




9 C 
ZO . 


U 


DUO 


9 
Z 


y 3 1 IN b Z AW UVjA 


y3 L.nDZ 


anopneies y 


33 




ZO . 


U 


0 ^ c 

04 3 


z 


Q/QUoZ ANOQtA 


07 /«f n Q 9 

y / o[Uoz 


anopheles g 


0 /I 


/I Q c: 
4 3 y . O 


9 c: 
Zo . 


U 


7 Q 1 
/ 0 1 


9 
Z 


y/irZ/3 AJMUVjA 


07r^ "7 7 

y /pz / 3 


dnopnexes g 


0 D 


/I Q C 

*1 3 b 


9 ZI 
Zfi • 


Q 


CQ 9 

b3Z 


9 

z 


y3iNJyi3 AWUtjA 


0 ^ TTi-m 9 

y3 umino 


aiiopncXcs g 


3 0 


^ 9 zi 
4Z4 • 3 


9 Zl 
Zfl . 


1 


P "3 Q 

0 3 y 


9 
Z 


y ojyiiiZ b ui\Uri£i 


OPrnl 9^ 

y onixz D 


dXOSOpXlXXd 


3 / 


^ 9n R 
fl ZU • 0 


9 Q 
Z 3 . 


Q 

y 


9 1 C 
Z ID 


9 

z 


yyn/ii nujxiAiM 


y yii /XX 


IIUIUU ddpXCll 


Q Q 


4 u 1 


99 
Z Z . 


Q 

0 


P 1 Q 

0 1 y 


9 
Z 


yiyj<j3 v^AiiiiiiJj 


01 0*3(1^ 


L>ddlv/X lldiJUX 




zi n n 
4 u u 


9 9 
Z Z . 


7 
/ 


p 9 n 
0 z u 


9 

z 




D X vi> 


dCllvJX lldUUX 


fi U 


Q 7 Zl 


9 1 
Zl . 


9 

z 


Q 9 Zl 

y z 4 


9 
Z 


0 "3 7 li T C HP OMC 


^ dXD 


UX vJovjpiiXJ-d 


41 


306 


17. 


4 


861 


2 


Q8ML27~DROME 


Q8ml27 


drosophila 


42 


280.5 


15. 


9 


549 


2 


Q8T98 8_DROME 


Q8t988 


drosophila 


43 


271.5 


15. 


4 


461 


2 


Q95S2 2_DROME 


Q95s22 


drosophila 


44 


225.5 


12. 


8 


92 


2 


Q6DC15_BRARE 


Q6dcl5 


brachydanio 


45 


167.5 


9. 


5 


78 


2 


Q4SDS1 TETNG 


Q4sdsl 


tetraodon n 



ALIGNMENTS 



RESULT 1 
SP0N2_HUMAN 

ID SP0N2_HUMAN STANDARD; PRT; 331 AA. 

AC Q9BUD6; Q9ULW1; 

DT 27-SEP-2004, integrated into UniProtKB/Swiss-Prot . 

DT Ol-JUN-2001, sequence version 1. 

DT 07-FEB-2006, entry version 30. 

DE Spondin-2 precursor (Mindin) (Differentially expressed in cancerous 

DE and noncancerous lung cells 1) (DIL-1) . 

GN Name=SP0N2; Synonyms=DILl; ORFNames=UNQ435/PR0866; 

OS Homo sapiens (Human) . 

OC Eukaryota; Metazoa; Chordata; Craniata; Vertebrata; Euteleostomi; 

OC Mammalia; Eutheria; Euarchontoglires; Primates; Catarrhini; Hominidae; 

OC Homo . 

OX NCBI TaxID=9606; 
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